FC-6-C1 



TABLE I 





- ; Name 




sfyctflf&tli 


DO 






D melanoQ&stGr 


64 


2098-25 / 


MP synthase delta chain i 


3us scrofa 


65 


2098-34 F 


: 1 -ATPase epsiion-subunit / 


pomoQB b&tatas 


66 


2110-19 / 


VTP synthase beta subunit i 


Drosophila pseudoobscura 


67 


2113-15 y 


VTP synthase delta chain, i. 


3us scrofa 


68 


2180-31 ) 


\JP synthase alpha subunit precursor / 


^attus rattus 


69 


2224-50 ( 


jligomysin sensitivity conferring protein i 


D. melanogaster 


70 


2116-51 C 


cysteine dioxygenase i 


Homo sapiens 


71 


2116-55 

c 


nyrroIine-5-carboxylate i 
jenyoroyenase \rouunj 


Homo sapiens 




9194-17 j 




Homo sapiens 


/ o 


1 oo-OO i 


JUiL|Uuifl * 


\Aus musculus 


7/1 




ilCtJ lycU ICOU OUUcEUaIUC VJlOlllUtClOw 


Homo saoiens 


7C 

/b 




nnuscie luvi proieiri i 


n mptononaster 


fo 


oi /in 

4U-DO 


£OnO. la 


O pleoans 


77 


0-l"7C 

*i 1 /D-41 


razziea 


f~) mp/pnnnfl^fpr 


"70 

78 


^^o-1 1 


jmiti aontain-coniaininy protein 




79 


oooo CO 

22^o-5o 


□eieteo in spin nana/spiiiTooi j \uoo 1/ 


nuiiiu ocXfJici 10 


80 


nooc no 

2225-28 


stranaea-ai-seconu 


///cy/cinuycioic/ 


81 


2uyy-bi 


usione no 






OH i /I Ol 


QTP1 9 


S cGreviciaB 


QO 

oo 




riauo i noti lOiuy 


Rnmhvx mori 


84 


2138-46 


heat shock protein p27 


D. immitis 


85 


2182-37 


heat shock protein 70 


D. immitis 


86 


2211-32 


BTB-ll protein domain gene 


D. melanogaster 


87 


2223-7 


heat shock protein 


L^, melanogaster 


88 


2224-17 


heat shock protein 86 


Homo sapiens 


89 


2225-16 


POU domain protein 


D. melanogaster 


90 


2225-18 


nucleoiin 


Xenopus iaevis 


91 


2212-85 


thyroid hormone receptor-associated 
protein complex component TRAP220 


Homo sapiens 


92 


2211-21 


T03D8.3 


C. elegans 


93 


2223-67 


hepatoma derived growth factor (HDGF) 


Mus musculus 


9A 


i 2225-61 


tyrosine hydroxylase type 1 (neuronal 
form) 


D. melanogaster 


9i 


i 2097-7 


sarco/endoplasmic reticulum-type 
Ca-2+-ATPase 


D. melanogaster 


9£ 


3 2098-27 


calcium-transporting ATPase 


D. melanogaster 


97 


' 2099-19 


calcium channel aipha-1 subunit 


Aplysia californica 


9{ 


2120-5 


P-type voltage-gated calcium channel 
alpha 1 subunit homoloq 


Homo sapiens 


9£ 


3 2124-2 


sarco/endoplasmic reticulum 
Ca2+-ATPase (SERCA) 


Procambarus clarkii 


10( 


5 2182-43 


sulfonylurea receptor 2b 


Mus musculus 


10" 


I 2223-18 


Sodium-Potassium-Chloride cotransporte 


r D. melanogaster 


105 


2 2223-63 


sarco/endoplasmic reticulum-type 
Ca2(+)-ATPase 


D. melanogaster 
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Table I (cont'd) 



SEQiD, NO: \ 


i -Narhe • G 


aenoanK tiomoiogy ^ ? v":: % - ^ t 




103 


2224-13 s 


imilar to ABC transporters C 


7. elegans 


104 


2098-3 C 


)amguk £ 


I melanogaster 


h nc 


OHAH Q I 






H AC 


OH GO OH 

^1o^-ol £ 


Lrylnine Kinase * 


iwi i /c*/ uo yen # j/ / /c*/ 


107 


OH A H C H 

2141-51 C 


asem Kinase-n usta v. 


jf yuLUiciyuo ou///ou/uo 


108 


2178-18 c 


liacylglycerol kinase eta ( 




109 


2180-32 r 
c 


etinoid- and fatty acid-binding 
jiycoprotein 


D. m elanogaser 


110 


OHO~7 OG v 

21 of -do \ 


meHogenm * 




H H H 

111 


r\A A A A A r 


iuciear locajizauon siynai bpui i / 


l^l/s musculus 


H -4 O 

112 


OOH OHO * 


)uiaiive n- terrninai aueiyiiraiioicicioc » 


Q pprpiz/c/afi 


H H O 
MO 


OOAO Ol t 


Jail li M 1 dbbuuicucu piuitJiii nr*t/ 


Drosophila grimshawi 


H H Vl 


OOOO OQ t 


"^H n\^r\rr\r\\ ilno-rGetefonpfl ATAtfiin 

ji cnioroc]uins-rc5t5id.iioc pruioiii 


Plasmodium falcioarans 


115 


2224-14 i 


/itellogenin * 


4f/)a//a rosae 


116 


2224-15 < 


antigen NY-CO-3 


^omo sapiens 


117 


2225-24 < 


carbonic anhydrase 


C. elegans 


118 


2225-58 


yk500f6.3 


C. elegans 


119 


2225-76 


unknown 


Homo sapiens 


120 


2224-86 


BmP109 (cerebroside sulfate activator 
protein family) 


Bombyx mori 


121 


2225-23 


intersectin 


Homo sapiens 


122 


2170-16 


chemical-sense-related 
lipophilic-liqand-binding protein 


Phormia regina 


123 


2176-2 


olfactory receptor protein 2.4 


Danio rerio 


124 


2212-63 


olfactory receptor 


Xenopus laevis 


125 


2224-77 


inner mitochondrial membrane 
translocase Tim23 


Homo sapiens 


126 


2225-12 


sodium-dependent multi-vitamin 
transporter 


Rattus norvegicus 


127 


2225-42 


ribophorin I 


Ftattus norvegicus 


128 


2101-59 


phosphate carrier protein 


c eiegans 


12S 


2132-38 


proteinase inhibitor 


Locusta migtaiona 


13C 


) 2174-72 


HE4 protein 


Homo sapiens 


131 


2211-48 


spermatogenic cell/sperm-associated 
Tat-bindinq homologue 


Hattus norvegicus 


132 


I 2110-23 


bcap 1 gene proauci 


Mn^ musculus 


13o 


) 21 1 6-64 


toll protein 


D mplanonaster 


H Q/ 
I o L 


!• t I £4"0 


hihprin (TROO\ npnp 


Homo sapiens 


H Of 

lot 


r OH TP 


RA^-likx* nrntoin 
iMO-J]f\e (JIUlciH 


Gallus gallus 


1 Of 

I ok 


^ OOOQ.OC 
3 cL£c.d OQ 


3hn1 npnp nmriifnt 


D. melanogaster 


1 0" 


7 OOOA-RO 


na vitlin 


Homo sapiens 


1 o< 




aHpnvlvl rvrlase-associated orotein (CAP 


Homo sapiens 


1 0< 


3 000 ^-ftO 


5iHpn\/I«tP Winamp 


Gallus gallus 


141 


D 2110-52 


hydroxyproline-rich glycoprotein 


Phaseolus vulgaris 


14 


1 2115-49 


mitogen inducible gene mig-2 


Homo sapiens 


14 


2 2116-5 


F52H3.5 


C. elegans 


14 


3 2172-89 


12D3 antigen 


Babesia bovis 


14 


4 2178-20 


frameshift 


P. falciparum 


14 


5 2178-81 


KIAA0066 


Homo sapeins 
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Table I (cont'd) 



SEQ'ID.NO: 


. Name ;,. fc 


jenoanK Homology- , ,<j — - > <~ 


/i ycXf lioit i - .. ~ r , t v c- :v* ✓ t <<\ 


14b 


iilOil-lu I 




/ eleoans 


147 






/ eieo&ns 


148 


2211-8 L 


fnknown 1" 


lr\rr\r\ can /o n C 
lUfftU oajJlGJlJ 


149 


2211-31 h 


opothetical protein f- 


U&DlQOp&io lucLudLua 


150 


2223-54 


)RF YNL207W ^ 


I cereviciae 


151 


2224-94 


4.3 kDa perchloric acid soluble protein C 


Zapra hircus 


152 


2225-36 E 


:ST clone (■ 


eiegans 


1719 


2228-2 E 


31GH3 ' 


7. sapiens 


1720 


2228-5 \ 


i protein 


i sapiens 


1721 


2228-8 L 


jbiquinol-cytochrome c reductase i 

t 


Schizosaccharomyces 
iombe 


1722 


2228-1 1 


similar to mitochondrial ATPase inhibitors 


0. eleqans 


1723 


2228-16 


Mutative enzyme 


E coli 


1724 


2228-18 


^ibosomal protein L7A 


Drosophila 


1725 


2228-22 ' 


Froponin-I wings up A 


Drosophila 


1726 


2228-25 


Is qene product 


E coli 


1727 


2228-27 


/CR521 gene product 


Saccharornyces cerevisiae 


1728 


2228-28 


putative transport system permease 
protein 


E. coli 


1729 


2228-32 


SapA protein 


E. coli 


1730 


2228-34 


Putative protein 


Arabidopsis thaliana 


1731 


2228-37 


Ada 


E, coli 


1732 


2228-39 


Titin 


H. sapiens 


1733 


2228-42 


adenylosuccinate synthetase 


Mus musculus 


1734 


2228-43 


transfer RNA-Ala synthetase 


B. mori 


1735 


2228-44 


C4 zinc finqer DNA-binding protein 


Drosophila 


1736 


2228-48 


heme A: farnesyltransferase 


H. sapiens 


1737 


2228-51 


URF4L (aa1-96) 


Drosophila 


1738 


2228-53 


DOLICHOL-PHOSPHATE 
MANNOSYLTRANSFERASE 


£ coli 


1739 


2228-58 


troponin-T 


Drosophila 


174C 


2228-59 


protein disulfide isomerase 


Drosophila 


1741 


2228-63 


orf, hypothetical protein 


E. coli 


1742 


! 2228-66 


ilvl polypeptide 


£ coli 


1745 


5 2228-68 


orf, hypothetical protein 


£ coli 


174' 


\ 2228-72 


Respiratory nitrate reductase 1 alpha 
chain 


£ coli 


174S 


5 2228-77 


homolog of virulence factor 


£ coii 


174f 


3 2228-84 


ORF 0164 


£ coli 


174- 


1 2228-91 


nuclear protein E3-3 orfl 


Rattus norvegicus 


174! 


3 2245-66 


Troponin C 


Drosophila 


174! 


9 2245-70 


Predicted secreted protein 


Plasmodium falciparum 


1751 


3 2245-72 


Cytochrome C-1 


H. sapiens 


175 


1 2245-75 


rpoB 


Plasmodium falciparum 


175 


2 2245-78 


sarco(endo)plasmic reticulum-type 
calcium ATPase 


Helliothis virescens 


175 


3 2246-31 


Ras-related GTP-binding protein 


H. sapiens 


175 


4 2246-57 


Similar to inositol 1 ,4,5-triphosphate 
receptor 


C. eiegans 


175 


5 2246-61 


reverse transcriptase-like protein 


Aedes aeavpti 


175 


6 2247-13 


polyprotein 


Drosophila 
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Table I (cont'd) 



SEQ ID NO: 


'Name C 


3eribanteB6mo!og^ 1 k * ""-( 


Organism^ ' P^r'rPW' - : 


1757 


2247-14 C 


)RF2 for putative reverse transcriptase f 


drosophila 


1758 


2247-42 / 


\sparaginyl tRNA Synthetase t 


H. sapiens 


1759 


2247-44 c 


;alcium binding protein / 


Drosophila 


1760 


2247-58 £ 


similar to Fibronectin type III domain ( 


Z. elegans 


1761 


2247-62 r 


everse transcriptase I 


Drosophila 


1762 


2247-65 c 


jag-iike protein ( 


Zulex pipiens 


1763 


2247-79 L 


.-3-phosphoserine phosphatase / 


H. sapiens 


1764 


2247-80 t 


esterase E4 / 


Vlyzus persicae 


1765 


2247-89 X 


Similar to aldehyde dehydrogenase ( 


Z. eiegans 


1766 


2248-76 ( 


D-44 protein 


Rattus sp. 


1767 


2248-85 c 
t 


;DNA isolated for this protein using a i 
monoclonal antibody directed against the 
:27k prosomal protein 


4. sapiens 


1768 


2249-3 


^rojectin 


Drosophila 


1769 


2249-5 


DRFJD:o312#14 


E coii 


1770 


2249-9 


Heat shock protein 60 


Culicoides variipennis 


1771 


2249-11 


enigma protein 


H. sapiens 


1772 


2249-12 


a!pha,alpha-trehalose glucohydrolase 


Oryctolagus cunicuius 


1773 


2249-13 


small GTP binding protein 


Drosophila 


1774 


2249-14 


Spermidine/putrescine transport system 
permease 


E coli 


1775 


2249-19 


nueroendocrine-specific protein C 


H. sapiens 


1776 


2249-21 


a-agglutinin core subunit 


Saccharomyces cerevisiae 


1777 


2249-24 


KIAA0337 


H. sapiens 


1778 


2249-34 


su(wa) protein 


Drosophila 


1779 


2249-42 


requlator of kdp operon 


E coli 


1780 


2249-59 


No definition line found 


C. elegans 


1781 


2249-60 


proline oxidase 


Drosophila 


1782 


2249-62 


Formate acetyltransferase 


E coli 


1783 


2249-70 


similar to HECT-domain 


C. elegans 


1784 


2249-75 


PHOSPHORIBOSYLFORMYLGLYCINAM 
IDINE CYCLO-LIGASE 


E coli 


1785 


2249-77 


Hypothetical 38.5 kd protein in agai-mtr 
intergenic region precursor 


E coli 


1786 


2249-85 


D4L 


Variola virus 


1787 


2249-87 


similar to isocitrate dehydrogenase 


C. elegans 


1788 


t 2250-6 


Fii (head-tail joining;117) 


Bacteriophage Lambda 


178S 


! 2250-7 


possible NAGC-like transcriptional 
regulator 


E. coli 


179C 


) 2250-10 


cysteine siring protein 


3ne faun /C 


179 


2250-1 o 


I oi d proiem 




179J 


> 2250-14 


6-phosphogIuconate dehydratase 


E coli 


179C 


3 2250-15 


6-phosphogluconate dehydratase 


E< coli 


179' 


2250-22 


Pool suounit ot the nauh. ubiquinone 
oxidoreductase 


DOS lauruo 


179! 


5 2250-30 


sol i 3 antigen 


Solenopsis invicta 


179( 


3 2250-36 


predicted using Genefinder; similar to 
tRNA synthetases class 1 (E and Q 


C. elegans 


179' 


7 2250-37 


PNP 


H. sapiens 


179 


B 2250-42 


ORFJD:o331#2 


E coli 


179 


9 2250-44 


Extensin 


E coli 
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Table I (cont'd) 



SEQ ID. HQ: 


7 NarrieH : C 


5enbank^H6moIogVvV^fli^^^*." v:i a *" (■ 


Organism >SKC\K^ ^ <' 


1800 


2250-47 C 


)RF 0654 


coli 


1801 


2250-48 C 


5cap1 gene product 


\/lus musculus 


1802 


2250-52 s 

r 


imiiar to human MLH1 on chromosome / 
Sp21 


\/lus musculus 


1803 


2250-53 h 
i 


typothetical 27.6 kd protein in hpt-panD I 
ntergenic region. 


=. coli 


1804 


2250-58 I 


JmuC protein I 


~. coli 


1805 


2250-61 c 


J134E15.1 (Blimp-1 I 


■V. sapiens 


1806 


2250-63 


ibosomal protein L23-re!ated product J 
lomolog 


Rattus rattus 


1807 


2250-65 


lypothetical protein MJ1 1 43 J 


E. coli 


1808 


2250-68 


H10025 homolog j 


E coli 


1809 


2250-77 


334094 1 j 


H. sapiens 


1810 


2250-78 


erythrocyte binding protein 


Plasmodium yoelii 


1811 


2250-79 


osmidomycin resistance protein 


E coli 


1812 


2250-81 


syclophilin 1 


Drosophiia 


1813 


2250-83 


putative glutamine synthetase 


E coli 


1814 


2251-3 


J (tail:host specificity;1132) 


Bacteriophage Lambda 


1815 


2251-5 


Moiybdopterin biosynthesis MoeB protein 


E coli 


1816 


2251-6 


Fo-ATP synthase subunit b 


Drosophiia 


1817 


2251-9 


citrate lyase alpha chain 


E coli 


1818 


2251-10 


cuticle protein ACP65A 


Drosophiia 


1819 


2251-13 


H repeat-associated protein in rhsC 
3'reqion (orf-h3 


E coli 


1820 


2251-20 


qlycine-rich protein 


Arabadopsis thaliana 


1821 


2251-23 


2-oxoglutarate dehydrogenase precursor 


H. sapiens 


1822 


2251-29 


NFX1 


H. sapiens 


1823 


2251-32 


ebqR product, repressor 


E coli 


1824 


2251-41 


neural protein 


Drosophiia 


1825 


2251-45 


similar to unidentified ORF 


E coli 


1826 


2251-46 


NADH:ubiquinone oxidoreductase b17.2 
subunit 


Bos taurus 


1827 


2251-49 


tyrosine kinase 


Drosophiia 


1828 


2251-50 


coded for by C. elegans cDNA yk89e9.5 


C. elegans 


182S 


2251-57 


H (tail component;853) 


Bacteriophage Lambda 


183C 


2251-60 


Lysyi tRNA Synthetase 


Drosophiia 


1831 


2251-62 


7,8-diamino-pelargonic acid 
aminotransferase 


E coli 


1835 


> 2251-64 


actin related protein 


Drosophiia 


183J 


j 2252-6 


discs-large tumor suppressor 


Drosophiia 


183* 


I 2252-16 


S-adenosylmethionine decarboxylase 


E coli 


183£ 


5 2252-17 


F52H3.5 


E coli 


183( 


3 2252-21 


translationally controlled tumor protein 


Oryctolagus cuniculus 


1831 


7 2252-31 


GTP binding protein 


Rattus rattus 


183* 


3 2252-34 


mitochondrial porin transcript 1 


Drosophiia 


183S 


3 2252-38 


cuticle protein 


Manduca sexta 


184( 


D 2252-39 


Similarity to Hat GUbd antigen 


G/6y3/7o 


184 


1 2252-41 


similar to S. cerevisiae Lpg20p 


E coli 


184: 


2 2252-48 


cutE 


E coli 


184, 


3 2252-61 


Histone H3 


Spisula solidissima 


184 


4 2252-66 


ea10(ssb;122) 


Bacteriophage Lambda 


184 


5 2252-71 


Mao C protein 


E coli 
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Table I ('cont'd') 



SEG>ID5N0: 




GertbsipKyomology ' d^>; v r > : t -v / 'A 


0rc^riism^?4^S^: l ^S 


1846 


2252-72 


miniparomyosin 


Drosophila 


1847 


2252-73 


pherophorin-S 


Volvox carter! 


1848 


2252-80 


cyclophilin 


Mus musculus 


1849 


2252-84 


alternate gene name yhhG 


E. coli 


1850 


2222-20 


nucleoporin Nup98 


rat 


1851 


2222-21 


hypothetical protein 


Escherichia coli 


1852 


2222-36 


ribosomal protein S1 1 


human 


1853 


2222-39 


hypothetical protein PFB0315W 


Plasmodium falciparans 


1854 


2222-50 


serine/threonine-specific protein k. 


Plasmodium falciparans 


1855 


2222-58 


hypothetical protein C25E10.9 


C. elegans 


1856 


2222-64 


transporting ATP synthase 


bovine 


1857 


2222-94 


tricarboxylate carrier 


rat 


1858 


2218-95 


anoxia upregulated protein 


Drosophila melanogaster 
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Table II represents a variety of flea HMT nucleic acid molecules of the present 
invention. Also cited in Table II are nucleic acid molecules from other organisms which 
share the closest sequence identity with the cited HMT sequences of the present 
invention, as determined by a search through the BLAST network as described above. 



TABLE II 











171 


2094-23 r 


nitochondrian ATP synthase, alpha subunit 


Drosophila melanogaster 


172 


2104-20 r 


nitochondrial ATP synthase I 


Drosophila melanogaster 


173 


2105-14 ; 


MP synthase gamma-subunit 


Homo sapiens 


174 


2167-72 < 


^ligomysin sensitivity conferring protein 


Drosophila melanogaster 


175 


2179-20 I 


VTPase 6 


Drosophila melanogaster 


l / o 


91Q^-Rn i 

C- 1 c?o UU I 


(vyp ovntha^p subunit B * 

T 1 1 Oyl 111 IdOC* OUmUI ML UJ ' 


Schizaphis graminum 


-177 


C-cLcXi 1 / 


&TP Qvntha^p alnha subunit 

*"\ i i oyl ill inoc ctijji to uuk/ui ilk 1 


D. melanogaster 




C.C.O 1 oo 


3 kH ha<?io nrotein 


D. melanogaster 


17Q 




ATP civntha^p alnha-subunit 


Bos taurus 


1ftO 




mitochondrial ATP synthase subunit 9 


Homo sapiens 


1ft1 


P084-56 


atp embrvoaenesis abundant Drotein 


Picea glauca 


18? 


9084-36 


TGF-beta mas kin a Drotein/stranded at second 


Drosophila melanogaster 


183 

i UJ 


2086-2 


Araonaute Drotein 


Arabidopsis thaliana 


184 




like DrosoDhila HMPB homeotic 
proboscipedia protein 


C. elegans 


185 


2092-27 


DMDHEM2 


Drosophila melanogaster 


186 


2094-21 


SelD protein 


Drosophila melanogaster 


187 


2106-11 


Unr 


Rattus norvegicus 


188 


2231-15 


cno (canoe) 


D. melanogaster 


189 


2230-79 


ALR homoiogue 


D. melanogaster 


190 


2232-42 


saxophone serine-threonine kinase receptor 


D. melanogaster 


191 


2232-68 


selenophosphate synthetase 


D. melanogaster 


192 


2088-11 


MMTAX107, TAX responsive element 
bindinq protein 


Mus musculus 


193 


2089-2 


cs Dna J-1 


Cucumis sativus 


194 


2090-7 


Lethal (2) TID 


Drosophila melanogaster 


195 


2102-33 


monocytic leukaemia zinc finger protein 


homo sapiens 


196 


i 2105-26 


orf 1 5 l of EpoR 


Mus musculus 


197 


p 2106-6 


contains similarity to EGF-1 


C. elegans 


19E 


i 2106-9 


HSP70 protein 


Ceratitis capitata 


19£ 


) 2084-60 


82 kD heat shock protein 


Drosophila pseudobscura 


20( 


) 2108-59 


PAR domain protein 


Drosophila melanogaster 


201 


2156-34 


yk29g12.3 


C. elegans 


202 


I 2161-17 


segmentation protein 


Drosophila melanogaster 


20: 


3 2162-28 


heat shock protein 70, hsp70A2 


Anopheles albimanus 


20^ 


% 2187-18 


Heat shock protein 70 


Anopheles albimanus 


I 20! 


5 2173-77 


Heat shock protein hsp70 


D. melanogaster 



38 



FC-6-C1 

Tablell (cont'd) 



zQ ID NO: 


jame > - \t 


a enbanK pomology kfh- 4 , = v v ^ <- 


sryaiifoui ^A-,, < r -?zz"'* \ <■ 


20b 


OH CC OA n 

2lDO-oU X\ 


ucieoiar protein *- 


Jt met M/c/Of Ji/yuotci 


207 


21b5-S9 C 


ontains similarity to on-type zinc lingers t 




oao 

208 


o h "7~7 on -s 

2177-80 Z 


nc linger protein / 


[At re m//Qr t /////Q 

r/UO JI/UOUUIUO 


OA A 

209 


OH OH AC c 

2181-45 r 


'An aomain proiein 1 t 


J\ uowfji ilia // /c7/anvyoici 


210 


2185-9 r 


ieat snocK protein- /u / 


"\i lUiJi tcico cLtuii i tai tuo 


oh h 
2 1 1 


OH QC QO e- 

^loO-Oii S 


nnmant^lnn O Kot O t O i 

>eg mentation proiein * 


"^m^nnhils mGl&noa&st&r 

udwU' ilia 1 1 i uyciwivj 


o H o 

212 


2188-33 t 


ranscriptionai repressor proiein i 


j\ u&uui tiicL n icicii luycioia 


O H O 

213 


OO AO HQ ft 

2203-18 F 


Mastermind J 


^/t \JJ\JLJt itiCL VlSlll^ 


O H A 

214 


OO AC" OO I- 

2205-82 r 


ngn moDniiy group proiein ia * 


_// III LJI IWt 1 JUCj iC7J iiCJJ (O 


215 


OOO A OO r 

2230-26 L 


jna repair proiein * 


ittacii /t-'ycioic^ 


216 


OOO A "7H 

2230-71 


lomoiogue ot seven in ausentia / 




217 


DOOA OA * 

2230-89 r 


luciear specKie-iype proiein, orur * 




OHO 

218 


OOO A AC 

2230-96 


ieat snocK protein j 


J. 1 1 idea /L/yciOio/ 


219 


2231-7 


Hypothetical protein 




220 


2231-38 


Rad51 homolog 


3ombyx mori 


221 


2231-81 


DNA repair protein 


u. mei&rtog&sxer 


222 


2232-2 


cellular nucleic acid binding protein 


Xenopus laevis 


223 


2234-63 


heat shock protein 70 


Trichoplusia ni 


224 


2232-77 


actin-binding doubie-zinc-finger protein 
(abLIM) 


Homo sapiens 


225 


2234-78 


DNA-binding protein isoform I 


D. melanogaster 


226 


2084-48 


Aliantoinase 


Rana catesbeiana 


227 


2085-22 


beta-glucuronidase 


E. coli 


228 


2094-24 


prolidase = peptidaseD/imidopeptidase 


Mus musculus 


229 


2088-43 


branched chain alpha-keto acid 
dehydrogenase E1-beta subunit 


Bos taurus 


230 


2086-29 


3-hydroxyisobutyrate dehydrogenase 


Dictyostelium discoideum 


231 


2088-5 


Rab 5c protein 


Canis farniliaris 


232 


2095-17 


cytochrome P-450 


Heliothis virescens 


233 


2102-16 


carbamoyl phosphate synthetase II 


Plasmodium falciparans 


234 


2102-48 


NADPH cytochrome P450 reductase 


Musca domestica 


235 


2104-15 


branched chain alpha-keto acid 
dehydrogenase 


Rattus norvegicus 


236 


2106-5 


Metallothionein 


btrongyiocBuuoius 

rtt i frit ifatl /C 
fJUffJU! CLIUO 


237 


T OH OO A ~7 

7 2106-47 


. . . 

peroxidoxin-1 


nimfil&ria immitis 

La/If Vlllul ICA It 1 li l fJiiw 


23£ 


* OH 0~7 H ~r 

i 2107-17 


tetracycline transponer-itKe protein 


A/?//q musculus 


23S 


\ r\ m r\—/ r~ a 

) 2107-58 


allergen bia g o ^giuiainione-o-transTerase; 


Rfatfplla nermanica 


24( 


) 2156-58 


HAL-3 homologue 


r\l dLf i\J\JfJjto li lauai i a 


24' 


1 2195-90 


aminoacyclase-1 




241 


2 2171-55 


NAUrn — ^Terrinemoprotein reauctase 


nmsnnhiffl mpfanooast&r 


24C 


"1 OH OO O O 

3 2169-30 


lypotneticai protein 


fZvnpnhocvstis so 


24' 


A OH OO (TO 

% 2169-52 


insulin aegraaing enzyme 


nrn^nohils mBlanooastBf 


24! 


5 2177-64 


3-hydroxyisobutyrate dehydrogenase 


fiata/s norvegicus 


241 


5 2181-69 


Endonexin 


Bos taurus 


24 - 


7 2138-25 


glutamate dehydrogenase 


Drosophila melanogaster 


24 


8 2230-28 


glutathione -S-transferase 


Anopheles gambiae 


24 


9 2191-8 


lactase-phlorizin hydrolase 


Rattus rattus 


25 


0 2193-52 


(cytochrome P450 


Heloithis virescens 
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FC-6-C1 

Table II (cont'd) 



SEQIDNOrfs 


ame-V G 


JenBank Hdmologv 5 - - r : ^ : C 


Organism *M: \::?A 


251 


2202-35 


lutathione-S-transferaSe / 


\nopheles gambiae 


252 


2229-77 


lutathione-S-transferase /■ 


\nopheles gambiae 


253 


2229-81 u 


rate oxidase I 


1 melanogaster 


254 


2231-42 s 


uperoxide dismutase C 


servus elaphus 


255 


2232-74 a 


illergen Bla g 5 £ 


Pattella germanica 
: 


256 


2234-42 c 


jlutathione reductase family 


/lusca domesiica 


257 


2087-8 c 
c 


;ystic fibrosis transmembrane / 
;onductance requlator 


iomo sapiens 


258 


2087-23 


slervous system antigen 2 


jrosopnna meianogasier 


259 


2091-56 ? 


idenosine triphosphatase 


-tomo sapiens 


260 


2094-20 £ 


sodium pump, alpha suhbunit < 


^Tenocepnaitues leiio 


261 


2095-51 s 


similar to Hrs < 


3. elegans 


262 


2103-24 


M-methyi-D-aspartate receptor-associated J 
protein 


JYOSopnucL rn&iafiuyctoitii 


263 


2105-55 


nward rectiiymg »\ cnannei 


LVO Owl U»Q 


264 


2105-63 


ir-nana oa2+ Dinuing protein p^c 


^attHs non/eoicua 


265 


2106-62 


Jents disease canaiaaie gene prouuci 




266 


2167-50 


J i\Ui (polycystic Kiuney uisease 1/ 


t-uou rubrioes 


267 


2185-37 


copper-transporting ATPase 


Arrhaennfohus fuloidus 


268 


21 93-29 


1 rKo rOtassium transport proicin 


co// 


269 


2195-33 


silicon transporter 


dvlindrotheca fusiformis 


270 


2202-1 6 


simiianxy to numan suiTaie anion uaubpuucji 


C eleQans 


271 


2230-2 


sulfate transporter 


Arabidopsis thaliana 


272 


2230-69 


mitochondrial porin 


rneianogasier 


273 


2231-22 


muscarinic acetylcholine receptor 


ij. fneianogaswr 


274 


2231-24 


p97 subunit of 15S Mg(2+)- ATPase 


Aenopus taevis 


275 


2231-32 


anion transporting ATPase 


Aquitex aeoiicus 


276 


2231-70 


sulfate permease 


ocnizosa ccnarornyces 

fJUI I IU& 


277 


2231-94 


putative Na/n excnanger 


S nomb& 


278 


2233-6 


plasma memorane oa^-r- mi rdbe c. 


Jfus musculus 


278 


I 2233-24 


r>\-\\r>.v\ r\ r\ ^konnsl none \\ 1 P O 

cnionae cnannei gene, uliv^ 


Homo saoiens 


28C 


) 2085-61 


seta-type protein kinase C 


One faurus 


281 


2089-20 


cv^Mr-QepenQeni protein wrictbc 


Drosoohila melanooaster 


282 


> 2092-12 


nil* 

3tk 




28c 


5 2093-64 


"ieceptor-UKe protein tyrosine pnobpneuabti 


Drosophila melanogaster 


28* 


I 2095-31 


rt (tms-reiated tyrosine Kinase genej 


'-jnmn Q&Diens 


281 


3 2094-58 


casein kinase 11 beta 


Dn/rtnlaous cuniculus 


28€ 


i 2103-54 


ORr YCnL0o4C 


Qarrharnmvees cerevisiae 


28" 


r 2iUO-4^ 


jrotsin pnospnaxase epbiiun ouuuuu 


Homo sapiens 


28! 


3 O-l EC C 

3 2156-5 


senne/inreonine Kinase 


Raitus norveoicus 


28! 


3 2io/-yo 


C\3lVlr uSpcllUclR piUlolfl (Viilooc 


Drosophila melanogaster 


29< 


0 2165-80 


ABL gene product 


Gallus gallus 


29 


1 2165-63 


diadenosine tetraphosphatase 


Homo sapiens 


29 


2 2167-17 


adenylate cyclase 


S. cereviciae 


29 


3 2177-44 


serine/threonine kinase 


C. elegans 


29 


4 2188-16 


weakly similar to serine/threonine kinase 


C. elegans 


29 


5 2191-6C 


carbohydrate kinase, pfkB family 


Archaeoglobus fulgidus 
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FC-6-C1 

Jabtell (cont'd) 



SEQIiD NO: 1^ 


lame C 


JenBank.Homology \ . .A ? / ; / : \< C 


Organism h ~ -' 


296 


2195-22 p 


rotein kinase L 


Jrosopniia m&ianogasier 


297 


2196-30 c 


alcium-dependent protein kinase f- 


t. tn3.ud.nsi 


298 


2205-83 p 


>rotein kinase/endoribonulcease (1RE1) t 


iomo sapiens 


299 


2205-87 r 


eceptor tyrosine phosphatase / 


iirudo medicinalis 


300 


2229-11 r 

i 


nagnesium-dependent calcium I 
nhibitable phosphatase 


3os taurus 


301 


2229-29 f 


>hosphoglycerate kinase i 


ocnisiosonia rnanbunt 


302 


2229-74 p 


pyruvate kinase 


J. meianogasier 


303 


2230-55 s 


serine/threonine specific protein phosphatase / 
f 


D. mBianogastBr 


304 


noon n~7 e 

2230-57 5 


stress activateu iviAr Kinase Kinase o t 




305 


2231-54 c 


^iKaiine pnospnaiase 


/ / i&icii * L/y cicj 


306 


2231-91 ( 


Diynucleotide phosphorylase 




307 


noon a o • 

2232-43 [ 


d rotein kinase PkwA 


rhprmnmonosDora curvata 


308 


22o4-y4 


serine/xnreonine Kinase uli\i i 


~fnmo s&DiBns 


309 


2085-1 o 


ynuoxamine pnospnaie uAiaa&e 


^7 Bleoans 


310 


2094-13 


sphingomyelin phosphodiesterase 


/Was musculus 


311 


2105-47 


apolipop rotein E receptor 2 


nomo sapiens 


312 


2092-38 


squalene synthetase 


nomo sapiens 


313 


2094-25 


fatty acid synthetase 


^iauus norv&gicus 


314 


2089-32 


coproporphyrinogen oxidase 


Homo sapiens 


315 


2085-46 


HADHB mitochondria! Afunctional protein 
beta subunit 


Homo sapiens 


316 


2104-56 


pyridoxal kinase 




317 


21 07-30 


rnospnomevaionate Kinase 


Hnmn ^ aniens 


318 


2a 54-70 


very-long cnain acyi-ooA aenyarogenase 


musculus 


319 


2191-85 


stearyl-CoA desaturase 


Cyprinus carpio 


320 


2192-44 


very-iong-chain Acyl-CoA dehydrogenase 


nanus norvegicus 


321 


2195-55 


Similar to LDL receptor-related protein 


C. elegans 


322 


2229-82 


lipase-3 


D. meianogaster 


323 


2231-59 


Phosphatidylethanolamine-binding protein 


Macaca fascicularis 


324 


2233-25 


similarity to 

yeast ethanolaminephosphotransferase 


C. elegans 


32S 


2233-41 


cellular retinoic acid binding protein 
(mCRABP) 


Manduca sexta 


326 


> 2087-61 


allergen 


\ pnidnnlvnhus destructor 


32/ 


r 2087-41 


cniorocjuine resisiance ccuiuiuaic jjiulgmu 


Plasmodium falciparum 


not 

32c 


> 2089-51 


Aenopus dt d 


Xpnonus laevis 


32i 




repeal organeiiar protein 


Plasmodium falciparum 


33( 


) 2090-45 


neat snocK cognate protein 


Drnsnnhila mslanooaster 


oo 




HU KlJa riccu ol lUOK JdptJI lo pi ulcii I 


Deinococcus 


on/ 

33< 


£ 2107-2b 


1 ft A IT A 1^ A ^ n 

Lucnerase 


Photuris nennsvlvanica 


33> 


5 CO /1C 

3 <c 10^-40 


rcUUl .y 


C sleoans 


33' 


\ 2162-49 


PKR inhibitor P58 


Sos fawrt/s 


33! 


5 2162-93 


GroES homologue 


Ricketsia 


33I 


5 2171-46 


NH2 terminus uncertain 


Leishmania tarentolae 


33' 


7 2089-10 


beta adaptin 


Drosophila meianogaster 


33 


8 2229-24 


non-functionai folate binding protein 


Homo sapiens 


33 


9 2229-25 


[calmodulin B 


Halocynthia roretzi 
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FC-6-C1 

Table II f cont'd) 



SEQ ID NO: 


Mam6-C. ( 


SenBank Homo!6gy~Cft~'4'^ . •!>/ < 




340 


2229-31 


mutative T1/ST2receptor binding protein < 


Z. elegans 


OH I 


OOOQ 1P\ * 


iipna-crysiaiiin cugncue pruxein 


lUUId it tic! fJUl tlst&ltct 




^22y-4U 


!)efensin > 


Hp/S TuBlUiBia. 






jtuiaiTiaie — arnrnonia liyaoc 


j, tiiGtcti tuyctoiGi 


344 


2231-49 


nelanoma-associated antigen ME491 I 


Homo sapiens 


345 


2231-76 


listone C 


Drosophila virilis 


346 


2232-65 1 


ranslationally controlled tumor protein 


Oryctolagus cuniculus 


347 


2232-84 


^pyrase > 


Aedes aegypti 


348 


2232-85 


KIAA0124 


Homo sapiens 


349 


2233-59 


Glutamine-dependent 
sarbamoyl-phosphate synthase 


C. elegans 


350 


2233-86 


ANG12 precursor 


Anopheles gambiae 


351 


2234-11 


tissue specific secretory protein 


Pan troglodytes 


352 


2234-76 


methionine adenosyltransferase 


D. melanogaster 


353 


2089-13 


Synaptic vessicie protein 2 form B 


Rattus non/egicus 


354 


2159-52 


glycoprotein 56 


Rattus norvegicus 


355 


2084-6 


CLN3; homologue of the gene underlying 
Batten disease 


Mus musculus 


356 


2085-10 


Amphiphysin 


jf> lit t ^ no fit If* 

Kstaiius gaiius 


357 


21 56-39 


glycoprotein 55 


CD r-t ++ ; r/-» r"i /-> Ki //-) *-f ir> ; fp 

nanus norvegicus 


358 


2104-59 


Transmembrane transporter 


uiscopyge ommaia 


359 


on r\c o 

2105-9 


insect intestinal mucin II 


1 rtcnopiusict ni 


360 


2106-14 


kinesin-like protein 


u. meianogasier 


361 


O A f\~7 A r 

2107-45 


Lazarilio precursor 


C3cmsiocerca smencano. 


o oo 

362 


oh ce o 
2156-3 


clathrin-associated protein 


IVIUS mUoOUIUo 


ooo 

363 


2161-46 


neural variant mena+ protein 


iViUS luUoOUIUo 


364 


OH"7H no 

2171-92 


Malvolio 


L/rOoUpitllci [[t&tctflUyaoLCl 


365 


OH ~7T H o 

2175-18 


homolog of SYT — synaptotagmin 


/wL/s muscuius 


366 


O H ~7~7 H O 

2177-10 


GABA receptor subunit (Rdl) 


MGues a&yypu 


367 


2181-10 


neurexin IV 


urosopnua metanoga.ot&r 


368 


2191-92 


synaptic vessicie protein 2B 


n cLuus norvcytcus 


369 


2229-18 


Synaptic vessicie protein 2A 


nanus norvegicus 


370 


2194-38 


gamma-subunit of mouse nerve growth factor 


n At te* m / te*r*t tit to 

IViUS mUSCUiUS 


371 


OOOO OZ"\ 

2230-60 


lin-7-o 


ri anus norveyicus 


372 


OOOA OH 

2230-81 


PDZ domain protein 


t-ir\mr\ ean/anc 
flUfllU SapiGflo 


373 


2234-5 


Gcapl gene product 


IViUS muscuius 


374 


ooo >l r*c 

* 2234-55 


Gcapl gene product 


iVius muscuius 


37E 


> 2234-71 


Gcapl gene product 


/WuS muscuius 


376 


> 2085-34 


Liver-specific transport protein 


nanus norvegicus 


377 


2087-15 


polyspecific organic cation transporter 


nomo sapiens 


37c 


i 2204-80 


transmembrane transporter 


uiscopyge omm&ua 


37t 




liver-specific transport protein 


Oof// 10 n/in/cifl^/ /o 

riaiius fivivtsyiLrUs 


38C 

JUV, 


) 2093-46 


similar to monocarboxvlate transnorter famllv 

Oil Illicit tv> 1 J 1 i 1 w ca 1 v>y\ y i u tii 101 iiai i uijf 


C. elegans 


381 


2092-22 


similar to matrin F/G 


C. elegans 


38J 


> 2103-50 


Unknown 


Drosophila melanogaster 


38C 


3 2103-51 


organic cation transporter 


Ratttus norvegicus 


38< 


I 2197-35 


renal organic cation transporter 


Oryctolagus cuniculus 


38f 


5 2156-17 


sulfate anion transporter 


Manduca sexta 
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FC-6-C1 

Table II (cont'd) 



SEQ ID NO; I 


slame -A C 


SenBarik Homology S£V;^;%SiVi- tv . <■ 


Organism s * s ~ ? ; b» j r:k£y{ 


386 


21 66-84 


-X1 / 


\Aus musculus 


387 


2167-94 


\yiCT (monocarboxylate transporter) / 


Homo sapiens 


388 


2196-83 r 


•enal organic cation transporter ( 


Dryctolagus cuniculus 


389 


2229-83 i 


similarity to monocarboxylate transporter 1 ( 


Z, elegans 


390 


2231-89 ( 


Solgi 4-transmembrane spanning transporter / 
VITP 


Was musculus 


391 


2158-8 


phosphate carrier protein < 


3. elegans 


392 


2085-14 


^DP/ATP translocase 


Drosophila melanogaster 


393 


2085-17 


Ma+-dependent inorganic i 
Dhosphatase cotransporter 


Drosophila melanogaster 


394 


2088-38 


^DP/ATP translocase 


Bos taurus 


395 


2092-50 


^DP/ATP translocase j 


Drosophila melanogaster 


396 


2104-21 


Na(+)-dependent inorganic 
phosphate cotransporter 


Drosophila melanogaster 


397 


2121-55 


phosphate carrier protein 


C. elegans 


398 


2105-64 


phosphate carrier protein 


Homo sapiens 


399 


2102-6 


ZK512.6 


C. elegans 


400 


2108-27 


mitochondrial phosphate carrier protein 


Homo sapiens 


401 


2194-63 


mitochondria! phosphate transporter 


Rattus norvegicus 


402 


2196-14 


phosphate/triose-phosphate 
translocator precursor 


C. elegans 

. 


403 


2204-1 1 


EST clone 


D. melanogaster 


404 


2085-16 


Chymotrypsin I 


Anopneies gamoiae 


405 


2085-54 


Chymotrypsin II 


Anopneies gamoiae 


406 


2086-12 


Plasminogen 


Homo sapiens 


407 


2086-18 


Trypsin eta 


Drosophila melanogaster 


408 


2090-21 


Trypsin 


Manduca sexia 


409 


2092-15 


Alp1 


Cochliobolus carbonum 


410 


2102-11 


vitellin-degrading protease 


Bombyx mori 


411 


2102-17 


Chymotrypsin II 


Anopneies gamuiae 


412 


2102-51 


chymotrypsin -like protease 


Anopneies gamoiae 


413 


2103-31 


Beta trypsin 


Drosophila erecta 


414 


21 07-22 


Factor IX 


rsauus norvegicus 


415 


2108-29 


Trypsin 


Anopneies sxepnensi 


416 


2157-15 


Trypsin 


unonsioneura Tumuerana 


417 


2160-34 


Aminopeptidase 


Synechocystis 


418 


2160-36 


E01G6.1 


C. elegans 


41S 


> 2103-62 


plasminogen activator inhibitor 2 


Mus musculus 


42C 


I 2167-36 


factor IX 


urycioiagus cunicuius 


421 


21 67-67 


Alp1 


Cochliobolus carbonum 


422 


» 2169-51 


Trypsin 


Aedes aegypti 


42J 


! 2181-27 


Chymotrypsin Bli 


Penaeus vannamei 


42^ 


I 2185-69 


plasma prekallikrein 


Homo sapeins 


42? 


5 2187-20 


pre-procathepsin L 


Paragonimus westermani 


42£ 


5 2188-45 


vitellin-degrading protease 


Bombyx mori 


42/ 


r 2192-91 


late trypsin precourser 


Culex pipiens 
quinquefasciatus 


42J 


3 2196-10 


SPC2 


Branchiostoma 
califomiensis 


42< 


3 2196-88 


Trypsin 


Anopheles Stephens! 
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FC-6-C1 

Table II (cont'd) 



SEQ ID NO: f 


vlarrie k'( 


aeriBaftfe Homology >^v/^L \\* C 


Organism 4,ph - *- ; 4 v 


430 


2204-9 c 


;arnitine/choline acetyltransf erase ( 


elegans 


431 


2229-7 i 


ota trypsin / 


1 melanogaster 


432 


2229-22 


rrypsin / 


Anopheles gambiae 


433 


2229-89 


rrypsin / 


Anopheles gambiae 


434 


2229-94 


ate trypsin precourser ( 


Oulex pipiens 
quinquefasciatus 


435 


2230-59 ( 


Dhymotrypsin 1 / 


Anopheles gambiae 


436 


2230-67 ( 


Darboxypeptidase A J 


Drosophila heteroneura 


437 


2231-62 < 


aminopeptidase N 


Sus scxrofa 


438 


2231-74 


imulus factor C serine protease 


Tachypleus tridentatus 


439 


2232-15 


cysteine proteinase 


Sitophilus zeamais 


440 


2232-25 


Carboxypeptidase 


Simutium vitatum 


441 


2232-33 


putative aspartic protease 


Srassica oleracea 


442 


2233-46 


aminopeptidase N 


^leuronecves amencanus 


443 


2233-85 


chymotrypsin 1 


Anopheles gambiae 


444 


2233-90 


Trypsin 


Anopheles stephensi 


445 


2233-94 


preprechymotrypsin 1 


Penaeus vannamei 


446 


2234-29 


chymotrypsin-like protease precursor 


Aedes aegypti 


447 


2234-58 


Putative 


C. elegans 


448 


2234-61 


carboxylesterase precursor 


Aphis gossypii 


449 


2234-68 


ferine protease inhibitor I 


Schisiocerca gregaria 


450 


2084-35 


integral membrane protein 


Mas musculus 


451 


2086-45 


similar to beta-ureidopropionase of Rat 


£ elegans 


452 


2087-54 


Cydin 


Mus musculus 


453 


2088-22 


Esp8 


Mus musculus 


454 


2091-16 


contains similarity to EGF-like domains 


£ elegans 


455 


2091-29 


multiple exostosis-iike protein • 


Homo sapiens 


456 


2091-30 


apoptosis 1 inhibitor 


Drosophila melanogaster 


457 


2092-33 


KIAA0023 (putitive oncogene) 


Homo sapiens 


458 


2095-35 


G coupled receptor 


£ elegans 


459 


2095-3 


Go (heterotrimeric guany! nucleotide 
binding protein alpha subunit) 


Manduca sexta 


460 


2085-4 


gp 150 protein 


Drosophila melanogaster 


461 


2103-28 


leukotriene A4 hydrolase 


Hattus sp. 


462 


. 2105-62 


putitive orf 


Homo sapiens 


46S 


I 2107-6 


activator protein 


Drosophila melanogaster 


464 


[ 2107-28 


platelet-endotheliai tetraspan antigen 3 


Homo sapiens 


46E 


J 2189-3 


oligopeptidase A (prIC) 


Haemopholis influenzea 


46£ 


5 2156-54 


fibroblast growth factor receptor 


Xenopus laevis 


467 


' 2160-92 


contains similarity to EGF-iike domains 


£ elegans 


46? 


5 2160-65 


weak similarity to the drosophila hyperplastic 
disc protein 


£ elegans 


46$ 


3 2165-53 


inositol triphosphate receptor 


Rattus norvegicus 


47( 


3 2166-22 


placental protein 1 1 


Homo sapiens 


47" 


I 2166-92 


elongation factor 1 alpha-like 


Drosophila melanogaster 


47J 


I 2181-34 


DSch 


Drosophila melanogaster 


47: 


3 2192-65 


STAM, signal transducing adaptor molecule 


Homo sapiens 


47' 


% 2194-24 


ATPases associated with various cellular 
activities (AAA family) 


Arabidopsis thaliana 
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FC-6-C1 

Table II (cont'd) 



SEQ ID,NO:.r 




SenBank Homology: ^ * ^ ^ ; < 


Organism ' -k ->-!." ' . 


475 


2196-75 s 


similar to cell division control protein ( 


Z. elegans 


476 


2230-38 


zSJ clone ' 


3. cereviciae 


477 


noon 0 r> 

2230-39 


siTPase 


J. melanogaster 


478 


2230-66 < 


idenylyl cyclase aggregation protein 


Dictyostelium discoideum 


479 


2230-80 e 


sphingomyelin phosphodiesterase < 


D. elegans 


480 


2231-29 r 


luciear antigen H731 I 


Homo sapiens 


481 


2231-40 J 


suppressor of actin mutation 2 i 


Homo sapiens 


482 


2231-66 


DET1 > 


Arabidopsis thaliana 


483 


2232-7 < 


Dalreticulin j 


D. melanogaster 


484 


2232-38 < 


activator protein 


D. melanogaster 


485 


2232-69 ( 


Drnithine decarboxylase 


Gallus gallus 


486 


2233-32 


similar bHLH-PAS 


D. melanogaster 


487 


2233-45 


rab1 


D. melanogaster 


488 


2234-2 


C10A gene product 


Mus musculus 


489 


2234-72 


QM homoiog 


D. melanogaster 


490 


2084-17 


ntegrai membrane protein 


Herpesvirus-2 


491 


2091-4 


endomembrane protien EMP70 precourser 
isolog 


Arabidopsis thaliana 


492 


2102-45 


Ylr251wp 


Saccharomyces cerevisiae 


493 


2162-68 


220 kDa silk protein 


Chironomus thummi 


494 


2160-47 


precursor HT7 protein 


Gallus gallus 


495 


2161-12 


peritrophin 95 precourser 


Lucilia cuprina 


496 


2161-15 


yk86g11.5 


C. elegans 


497 


2171-12 


51 A surface protein 


Paramecium tetraurelia 


498 


2173-18 


hypothetical - mitochondrial membrane 
transport protein 


Schizosaccharomyces 
pombe 


499 


2087-32 


est sequence 


C. elegans 


500 


2091-19 


Similar to P. aeruginosa hypothetical protein 


C. elegans 


501 


2192-86 


tyrosine kinase 


Drosophila melangaster 


502 


2086-42 


M04B2.4 


C. elegans 


503 


2088-16 


glycoprotein 330 


C. elegans/Human 


504 


2088-39 


EST sequence 


Arabidopsis thaliana 


505 


2088-57 


Yer126cp 


Saccharomyces cereviciae 


506 


2089-25 


similar to S. cereviciae hypothetical 
protein YKL166 


C. elegans 


507 


2090-3 


EST sequence 


Saccharomyces cereviciae 


508 


2090-53 


EST sequence 


C. elegans 


SOS 


2095-20 


Chioroplast ORF 


Marchantia polymorpha 


51C 


I 2102-28 


similar to S. cerevisiae hypothetical 
protein YKL1 66 


C. elegans 

— 


511 


2102-55 


D1 054.3 


C. elegans 


515 


! 2102-58 


ZC513.5 gene product 


C. elegans 


51c 


$ 2105-44 


E 1087 protein 


Saccharomyces cerevisiae 


O 1 *■ 






C eleoans 


51£ 


i 2154-21 


disulfide-like protein 


Acanthamoeba castellanii 


51€ 


5 2156-6 


ZK470.1 


C. elegans 


511 


' 2156-18 


BIIIA3 


Ovis aries 


51 i 


3 2156-27 


AFR1 


S. cereviciae 


51£ 


3 2165-94 


COS41.8 


Ciona intestinalis 



45 



Table II (cont'd) 



FC-6-C1 



SEQ ID NO' 


\iame 


^pnBank Hnmolonv" ^ ' ♦ >* ' 


ycti JiOl f t .. ' ' ' , r 


520 


2167-65 


~ST seausnce function unknown 




521 


2171-93 


KIAA0160 j 


t\JI i t\J OClfJiCt to 


522 


2175-45 


DRF YJR8^ 18 




523 


2185-66 

C I UO \J\J 


rn^4 

pot 


&Ipi <? mnrii! i m fa /r* /n arum 






r;?70i 9 4 




COS 




Jl y wwpi ULCil 1 r\ 


rfl&UIJIUUy&ilo LrCtiifill 


526 


2205-89 


BKRF1 encodes EBNA-1 protein 


Epstein Barr virus 


527 


2229-19 


D4L 


Variola virus 


528 


2230-35 


\IAA0747 


Homo sapiens 


529 


2231-8 


I3 


Mus musculus 


530 


2231-78 


unknown protein 


Arabidopsis thaliana 


531 


2232-49 


Similarity to Yeast hypothetical 52.9 KD 
protein 


C. eiegans 


532 


2232-52 


tetratricopeptide repeat protein (tpr2) 


Homo sapiens 


533 


2233-5 


similar to Saccharomyces cerevisiae 
SCD6 protein 


C. eiegans 


534 


2233-22 


cDNA EST yk486b9<3 


C. eiegans 


535 


2233-93 


CDC27Dm 


D. melanogaster 


536 


2084-34 


immune suppressorA/- ATPase 115 kDa 
suDunii 


Mus musculus 


DO f 


tUOO"Ou 


V"nl rdbc M-oUUUflli 




ooo 


cXjQ 1 HO 


n~r M I r doc 




539 


2088-55 


40-kDa-V-ATPase subunit 


Manduca sexta 


540 


2088-62 


vacuolar ATPase subunit A 


Drosophila melanogaster 


541 


2091-26 


proton-ATPase-like protein 


Homo sapiens 


542 


2091-31 


vacuolar ATPase subunit A 


Drosophila melanogaster 


543 


2092-20 


vacuolar ATPase 115 kDa subunit 


Homo sapiens 


544 


2095-18 


similar to S. cereviciae vacuolar H(+)-ATPase 
54 kD subunit 


C. eiegans 


545 


2095-54 


H (+)-transporting ATPase subunit B 


Manduca sexta 


546 


21 08-8 


similar to S. cereviciae 54 kDa V-ATPase 
suDunii 


C. eiegans 


RAT 


c. \ O't-OD 


V-/AI rdoc oUUUIIIl C 


L/l L/jUfJI Ilia, t i JGial /uyaoic/ 


RAP* 


P154-7R 


\/-A"l"PsiCP Qiihunit A /now frsnrnfint^ 

V /A 1 1 uOC oUUUI IR r\ it ciy J t ICl 








V M t raoc v-c oUUUI Hi 




550 


2166-33 


vacuolar (V-type) H{+)-ATPase B subunit 


Helicoverpa virescens 


55 


2166-90 


beta subunit of ATPase 


Schizaphis graminum 


552 


2161-5 


ATPase 1 


Plasmodium falciparum 


553 


2171-24 


similar to V-ATPase 1 16kd subunit 


C. eiegans 


554 


2169-82 


V-ATPase subunit E 


Drosophila melanogaster 


r* r- r- 

555 


2187-36 


V-ATPase membrane sector associated 
pruxsin ivio-y 


Homo sapiens 


556 


2188-91 


V-ATPase subunit A 


Candida tropicalis 


557 


2230-88 


vacuolar ATPase G subunit 


Manduca sexta 


ooc 




V"M J "dot; oUUUi III O 




552 


I 2086-52 


Penelope transposable element ORF 


Drosophila virilis 


56C 


I 2103-2 


genome polyprotein gene product 


Plum pox virus 


561 


2106-8 


pol protein 


Human T-cell lymphotropic 
virus type 2 


| 562 


! 2108-41 


reverse transcriptase, Doc retroposon 


Drosophila melanogaster 



FC-6-C1 

TableJI (cont'd) 



SEQ ID NO: 


^ame < 


3enBantelHomd1Sgy^ - • - < 




563 


2202-28 


3 olyprotein 


Hepatitis virus C 


564 


2165-95 


DNA polymerase 

< 


Ohoristoneura biennis 
entomopoxvirus 


565 


2169-81 i 


-everse transcriptase 


Drosophila meianogaster 


566 


2181-36 I 


-everse transcriptase > 


Anopheles gambiae 


141 R 




dtp lid L. lUWOlUdOC JJICUUJOUI 


numu octfjici to 


1417 




iJoUUyell IcldLfcJU leuefJLUI cUUMd 


vlUo IIlUsUUIUo 


141 ft 


99 AO-Id 


subunit 


tUlilU odp/c/ /a 


1419 


2240-17 


oeritrophin 1 


Anopheles gambiae 


1420 


2240-19 


smali GTPase radb 


Homo sapiens 


1421 


2240-23 


Symplekin 


Homo sapiens 


1422 


2240-26 


ribosomai protein L30 


Bos taurus 


1423 


2240-28 


BOS Ribosomai Protein RPL10A 


Homo sapiens 


1424 


2240-29 


<IN17 protein 


D. meianogaster 


1425 


2240-31 


eukaryotic initiation factor 4 gamma 


Homo sapiens 


1426 


2240-38 


ornithine decarboxylase antizyme 


D. meianogaster 


1427 


2240-44 


electron transfer flavoprotein 


Rattus norvegicus 


1428 


2240-53 


EST clone 


C. elegans 


1429 


2240-55 


alutathione reductase familv 


Musca domestica 


14^0 




ph\/mntr\/n^in-likp cprinp nrntPPQP 


C. fe//s 


1431 


2240-63 


: erritin subunit 1 

\+ 1 1 ILK 1 wUWU Jilt 1 


D. meianogaster 


1432 


2240-64 


vacuolar ATPase subunit B 


D meianooaster 


1433 


2240-66 


chaneronin containina TCP-1 delta 

Ul lUUbl \J% III 1 Wl llMll III IU 1 \*r 1 1 UwilU 


Fugu rubripes 


1434 


2240-70 


1 -anvl-nlvcerol-S-nhosnhate acvltransf erase 


Tea mavs 


1435 


2240-71 


EST clone AL021106 


D. meianogaster 


1436 


2240-72 


376aa long hypothetical dehydrogenase 


Pyrococcus horikoshii 


1437 


2240-77 


chymotrypsin-like serine protease 


C. felis 


1438 


2240-80 


EST clone 


C. elegans 


1439 


2240-83 


chymotrypsin-like serine protease 


C. felis 


1440 


2240-90 


cytochrome P450 


D. meianogaster 


1441 


2240-93 


enhancer-trap-locus-1 


Mus musculus 


1442 


2240-94 


glycerol-3-phosphate dehydrogenase 


Ceratitis capitata 










1443 


2241 -3 


FS-H precourser 


Ctenocephalides felis 


1444 


2241-5 


trypsin-iike serine protease 


Ctenocephalides felis 


1445 


2241-7 


myospheroid protein 


D. meianogaster 


1446 


2241-10 


Sam50 


D. meianogaster 






iNnun uenyuruyeria.se suuunu c. 


iUl li lijJjJUo fJai cLittftUo 


1448 


p?4i-i' r i 




ArahiHnnsfc fhnli£in& 

A1J di-//wL/L/OiO 1/ ICLllCLl Id 


1449 


2241-16 


contains EGF-like repeats 


C. elegans 


1450 


2241-20 


Gcapl gene product 


Mus musculus 


1 A El 


00/1 OK 


iNa^+j-aepenQeni inorganic pnospnaie 
cotransporter 


L/. meianogasier 


1452 


2241-31 


D4L 


Variola virus 


1453 


[ 2241-36 


plenty-of-prolines-101; POP101; SH3-philo- 
protein 


Mus musculus 


1454 


2241-40 


EF-1 -alpha 


D. meianogaster 
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FC-6-C1 

TableJI (cont'd) 



SEQ lD-NOf 


SlameViu^ 






1455 


2241-44 


"1-ATP synthase epsilon-subunit 


pomoeQ b&tstss 


1456 


2241-54 l 


ibosomal protein S28 


Homo sQDiens 


1457 


2241-55 1 


y-box protein j 


D. mel&nogaster 


1458 


2241-56 j 


short-chain alcohol dehydrogenase J 


Homo sapiens 


1459 


2241-59 


contains 3 cysteine rich repeats 


C. elegans 


1460 


2241-60 


nnuscle type phosphof ructokinase 


Oanis familiaris 


1461 


2241-61 


Meat shock protein 82 j 


Mus musculus 


1462 


2241-65 


shymotrypsin-like protease 


C. felis 


1463 


2241-66 


Oiigosaccharyitransterase subunit 


0. melanogaster 


1464 


2241-70 


"ST clone 


D t melanogaster 


1465 


2241-72 


ailed axon connections protein 


D. melanogaster 


1466 


2241 -74 


-nolase 


Hymenolepis diminuta 


1467 


2241-78 


multiple exostosis 2 protein 


Mus musculus 


|400 


OO/M QH 

c.dH I-C3U 


ruTcin on ccaysone runs 


meicLnOyaSlci 


i4oy 




jaramyosm 


L/. meianogasier 


1470 


2241-83 


beta-tubulin 


Bombyx mori 


1471 


2241-84 


natural killer cell enhancing factor 


Cyprinus carpio 


1472 


2241-86 


similar to myotudULARIN-relat&d 


Homo sapiens 


1 *+/ o 




ICI ill 1 


Rsffus non/Goicus 

i iciuuo f i wi v c^y i wis 






iviyujji iiiii i 


i ^-V* /i /n oconc us 
multilocularis 










1475 


2243-10 


alpha-actinin 


D. melanogater 


1476 


2243-11 


monocarboxvlate transDOrter 


Homo sapiens 


1477 


2243-13 


vk278a1 0.3 


C. elegans 


1478 


2243-15 


^plpnium donor nrotsin 


Homo saoiens 


147Q 


P?4^-1R 


arAtvI-f^nA ^vnthpfa^P 


D melanooater 


1480 


2243-20 


cytochrome P450 CYP12A3 


Musca domestica 


1481 


2243-22 


MADH dfihvdronsnase subunit 4 


Anopheles arabiensis 


1482 


2243-27 


Polvubiauitin 


Cricetulus griseus 


1483 


2243-28 


Moesin 

If 1 wwWI 1 1 


D. melanogater 


1484 


2243-31 


QM protein 


Bombyx mandarina 


1485 


2243-32 


Sec23 protein 


Homo sapiens 


1486 


2243-37 


truncated protein 


S. cereviciae 


1487 


2243-38 


Projectin 


D. melanogater 


1488 


2243-39 


Unknown 


Homo sapiens 


h /on 


OO/IQ yli 


similar xo enoyi-ooA nyaraiase 




•i a an 


*i*:4o-4o 


similar to dehydrogenase 


L/. eiegans 




£<£40-4D 


irypsin-iiKe serine protease 




1 4y^ 


OO/tQ /1R 
. ^40-4o 


Me run 


riauua [ivrv&yitsUo 






GTP-specific succinyl-CoA synthetase beta 

qi iHi init 

OUUUI III 


riomo sapiens 


1494 


1 2243-53 


sod protein (superoxide dismutase) 


Drosophila virilis 


149E 


i 2243-54 


trypsin-like serine protease 


C. felis 


1496 


> 2243-61 


chymotrypsin-like serine protease 


C. felis 


1497 


' 2243-66 


TagB 


Dictyostelium discoideum 


1498 


J 2243-67 


hypothetical protien 


Arabidopsis thaliana 


149£ 


)| 2243-68 


heat shock cognate protein 70 


Trichoplusia ni 
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FC-6-C1 

Table II (cont'd) 



SEQ ID. NO: 


^Jame . < 


3eriBank Homology-; of* « r<- : I^< L l 


Organism 1 - i] VP0i^f v: h ? 


1500 


2243-72 


rRIP-1 homolpgue 


D. melanogater 


1501 


2243-73 < 

< 


sytosolic NADP-dependent isocitrate 
jenyorogenase 


Microtis mexicanis 




99/1 Q OR i 


jroyssierone-inaucea protein 


. 

Oryctolagus cuniculus 




d.C. t \O m Of i 




DOmDyX mOn 


1504 


2243-91 { 


sodium/iodide symporter 


Homo sapiens 


loOo 




Jnr2 


Acidianus ambivalens 


1506 


2243-94 


ysosomal beta-galactosidase 


Felis cattus 


1507 


2244-12 


xopomyosin isoform 127 


D. melanogaster 


1508 


2244-19 


XI A A r\ A (1A 

KIAA0181 


Homo sapiens 


1509 


2244-23 


plasma membrane calcium ATPase isoform 1 


Homo sapiens 


1510 


2244-29 


NADH dehydrogenase 


Bos taurus 


1511 


2244-44 


glutamate dehydrogenase 


D, melanogaster 


1512 


2244-54 


spliceosomal protein 


D. melanogaster 


1513 


2244-59 


ciliary body glutathione peroxidase 


Bos taurus 


1514 


2244-61 


pyridoxal-phoshate-dependent 
aminotransferases 


C. elegans 


ib \a 


no A A A 

«^£44-b4 


Unknown 


nanus norvegtcus 


151b 


2^44-59 


trypsin-like serine protease 




Id i ( 


d-dAQ- ( 1 


peritrophin 1 


Anopneies gamuia& 


to I £5 


99/4 7£ 


NAUn uenyarogenase suDunn o 


nnopneies y&muici& 


1519 


2244-84 


microsomal epoxide hydrolase 


Rattus norvegicus 


1520 


2244-86 


C54G7.2 gene product 


C. elegans 


1521 


2244-91 


Aminopeptidase N 


Plutella xylostella 


1522 


2253-2 


cytochrome C oxidase 


H. sapiens 


1523 


2253-13 


Initiation factor 5A 


Gatlus gallus 


1524 


2253-14 


protein phosphatase type 2A catalytic subunit 


Bos taurus 


1525 


2253-16 


myosin light chain 2 


D, melanogaster 


1526 


2253-1 8 


cDNA EST yk462d1 .5 


C. elegans 


1527 


2253-19 


ribosomal protein S10 


H. sapiens 


1528 


2253-24 


aspartyl(asparaginyl)beta-hydroxylase, HAAH 


H. sapiens 




OOCO 0*7 


larval and adult myosin heavy chain 


iy. meianogasier 


1530 


2253-33 


nervous system antigen 2 


zj, meianogasier 


IOOI 






n. sapiens 


1532 


2253-40 


hrp48.1 


D. melanogaster 


1533 


2253-42 


ZnT-1 


Mus muscuius 


1534 


2253-43 


aminopeptidase N 


Manduca sexta 


1535 


2253-56 


Profilin 


D. melanogaster 


1536 


2253-59 


T26A5. 


H. sapiens 


1537 


2253-68 


NADH-ubiquinone oxidoreductase 42 kDa 

oUUUI 111 


D. melanogaster 




2? 53 -78 


nlvrinp-rirh nrntpin 




153S 


2253-81 


5-nucleotidase 


H. sapiens 


H CAT 
104L 


OOCO DC 


glutathione S-transferase 


Anopheles gambiae 


1541 


2253-87 


ferritin subunit 1 


D. melanogaster 


1542 


! 2253-92 


myosin light chain 2 


D. melanogaster 


154S 


2253-94 


xylose-proton symport 


E, coli 


1544 


2254-4 


mature-parasite-infected erythrocyte surface 
antigen 


P. falciparum 
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FC-6-C1 

Table II (cont'd) 



SEQ ID NO: h 


Jarrie, C 


aenB'ank : ;H6mdt6gy^".-i'!Vi - ; i -t 




1545 


2254-6 F 


: o-ATP synthase subunit b L 


y. m&tanOy&Sl&r 


1546 


2254-13 s 


imilar to Arabidopsis thaliana male sterility C 

>roiBin d. 


s. Glsgsns 


1547 


2254-17 C 


3LN3 protein / 


-i. sapiens 


1548 


2254-21 i 


rogu i 


P cr rHfiffc 




tLdDQ-do f 


jeroxisornai protein * 




loou 


one/ 07 f 


.aiuiammase / 


idtiL/o i i\Ji v jo 


1551 


2254-30 t 


artan protein j 


fflGlcU luyaoLGi 


1552 


2254-33 

t 
t 


eucine zipper-EF-hand containing i 
ransrnernurane protein i 


/. OCtfJI&l /o 


I DOO 




similar tn hplif*acp 


S eleosns 


I O04 




yimcpIq m\//^cin hoo\/\/ phciin 

ftUouic fiiyuoiii Heavy oitdin ' 


3. melanog&stBr 


1 000 




itfltiva nirntinflfp nhn^nhorihosvltransferase 


N. tabacum 


1556 


2254-51 


30S ribosomal protein 


Mus musculus 


1557 


2254-54 


small nuclear riboprotein Sm-D 


~. t>afJtUf /o 


1558 


2254-55 


nucleoside diphosphate kinase 


Co/mo cij/flr 


1559 


2254-60 


serine protease 


P fp//C 


1560 


2254-63 


myospheroid protein 


/ / icsdi luycijici 


1561 


2254-65 


Carboxylesterase 


A n/'ennfflfoma // je 
^nioUfJLciUfllalUo 

calandraQ 


1 CCO 
lOO£ 




oioh HinHinn nrntpin 1 
Sidll Uinulliy piulclil l 


H, sapiens 


i f^e°. 


99RA-70 


x/ap'itnlflr ATPflQP Qiihnnit MQ 7 


Manduca sexta 


1 CPA 


noc/i do 


i UIl Idi ytciLft?i,uciwt5iciic nyuiuiaoo 


Rattus norvegicus 


I ooo 




I McldtfUpiUtfcJII Jdoc 1 


Hydra vulgaris 


l OOO 




dip I Id optJULl ll l 


D. melanogaster 


1 C.P7 




MADH riphvdroaenase subunit 6 


D. melanogaster 


1 dUO 




rvrlnnhilin i^oform 5 


C. elegans 


1 RfiQ 

1 \J\J\3 




similar to mitochondrial ATPase inhibitors 


C. elegans 


1 ^7(1 

13/ U 




vk391f12 5 


C. elegans 


m7i 

I O r I 


OOCfr Hp 


Inknnwn 

\J \ lr\l iwvv 1 1 


H. sapiens 


1 R7? 


99R^-17 


ribonucleotide reductase subunit M1 


M. musculus 


I O/ o 




rlnpWinn nrotpin 


H. sapiens 


i ^74 

( O/ H 


99*^-99 


Similar to rat antinen 


H. sapiens 


10/0 


OOCCOO 




D., melanogaster 


1 R7P 
1 O/ C 


C.C.DD ~cJ>j 


Similar tn arvl-OoA dphvdronenase 


C. elegans 


I O/ / 


r 99E, c ,-9fi 


Arnintnp tvro«5inp kinasp 


H. sapiens 


H C7S 




rihnenmsil nmtpin 1 7& 
riUUoUlUdi ptuttfltt i—i a 


D., melanogaster 


1 O / £ 




rhS-Rpy-<^ 


G. ga//as 


I OOl. 




Phn«5nhoapptv!nhjoo^amin6 mutase 


C. elegans 


I OO 




MADH Hphvdroaenase subunit 6 


D., melanogaster 






tRN A-nlutaminp synthetase 


C. elegans 


1 OOv 






M. musculus 






ARC8 


M musculus 


158J 


5 2255-50 


kynurenine aminotransferase 


R raffus 


158( 


5 2255-51 


SmD homolog {Gly-Arg repeat} 


M. musculus 


158' 


7 2255-56 


epoxide hydrolase 


S. scrofa 


158! 


3 2255-60 


Sec23 protein 


H. sapiens 


158! 


3 2255-62 


HMG CoA synthase 


M. musculus 


1591 


D 2255-63 


dipeptidyi aminopeptidase-like protein 6 


M. musculus 
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FC-6-C1 

Table II (cont'd) 



SEQ ID N0% 




3ehBank"H6m6logy^i\^;S^j ' » ^ ><^V 


Organism* -*>;\;~: / J' r 


1591 


2255-66 i 


'etinal rod Na-*-/Ca+, K+ exchanger 


H. sapiens 


1592 


2255-67 


1-hydroxybutyrate coenzyme A transferase 


C. elegans 


1593 


2255-70 


iD54+ins2 isoform 


H. sapiens 


1594 


2255-73 ( 


chromaffin granule ATPase 11 homolog 


M. musculus 


1595 


2255-77 ' 


40S ribosomal orotein S10 


H. sapiens 


1596 


2255-79 I 


34/67 kD laminin binding protein 


S. purpuratus 


1597 


2255-82 


-MMA-bindina orotein lark 


D.j melanogaster 


15Q8 


2255-86 


hiol-^necific antioxidant orotein 


R. norvegicus 




C.C.DO- f 


QimMcir trt Human octrortpn-rAQrinnQix/P finnpr 
OiiiiifcU lu nunid.il cotiuycn icojjui loivc tittyci 

□rote in 


H ssniens 


1600 


2256-11 


"rypsin 


C. fetis 


1601 


2256-12 


CEV14 


H. sapiens 


1602 


2256-16 


AL021475 


C. elegans 


1603 


2256-21 


Heterogenous Nuclear Ribonucleoprotein C1 


H. sapiens 


1604 


2256-22 


b4 integrin interactor 


H. sapiens 


1605 


2256-28 


testis enhanced gene transcript protein 


H. sapiens 


1606 


2256-31 


synaptic vesicle protein 2B 


R. norvegicus 


1607 


2256-40 


TNF-alpha stimulated ABC protein 


H. sapiens 


1608 


2256-42 


carboxypeptidase A 


H. armigera 


1609 


2256-46 


pherophorin S 


V. carteri 


1610 


2256-52 


Fo-ATP synthase subunit b 


Q. melanogaster 


1611 


2256-54 


PDGF associated protein 


H. sapiens 


1612 


2256-58 


S20 ribosomal protein 


D. melanogaster 


1613 


2256-64 


ribosomal protein S9 


H. sapiens 


1614 


2256-69 


elongation factor 1 -gamma 


Artemia sp 


1615 


2256-70 


conserved hypothetical protein 


S. pombe 


1616 


2256-72 


fructose 1 ,6 bisphosphate-aldolase 4C 


D. melanogaster 


1617 


2256-73 


tropontn-T 


D. melanogaster 


to lc 




CRp-M 
Onr 1 *+ 


C familiaris 


161S 


I 2256-82 


succinyl-CoA synthetase alpha subunit 


S. scrofa 


162C 


) 2256-89 


Csa-19 


H. sapiens 


1621 


2256-92 


Sacm21 


M. musculus 


1622 


> 2256-94 


apoptosis inhibitor 


Cydia pomonella 
granulosis virus 


162G 


5 2256-96 


ribosomal protein L22 


D. melanogaster 
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Table III represents a variety of flea HNC nucleic acid molecules of the present 



invention. 



Table m 







00/ 


9AQfi-1QMR MMH 


obo 


OOQfi OcMR UMP 


oby 


OHQR /IJ2MR MMP 


C7A 

570 


onnc cnKip UMP 


571 


onoc COK1D UMP 

209b-o2[Nb.nl\L/ 


572 


onoc ccMn UMr 


573 


ono7 naMD limp 

^uy/-uyNts.nNo 


574 


OAft7 h CMD UMP 


575 


onf»7 onMD UMP 

2097-20i\b,nNU 


576 


2097-22Nd.HNL/ 


f- -7 -7 

577 


onn~7 00MD UMP 

2u97-32Ntf.nNL/ 


578 


0 AP~7 /tcMD UMP 

20y/-4biNb.niNLr 


579 


OP1Q7 ylftMR UMP 


con 

580 


OAQ7 X7MQ UMP 
2Uy / -4 / In D . n In O 


OOI 


OHQ7 CCMD UMP 

2Uy /-bDlND,ni\U 


rno 

582 


onQ7 UMP 

^09 / -b4l\ ts . n INU 


5oo 


onQQ hamr UMP 

iiUy 0-U41N D . rl In O 


Oo4 


OnOfl ytflMR UMP 


000 




boo 


OHQQ OMR UMP 

<duyy-yiND.ni\o 


CQ7 

00/ 


01 nn inMR unp 


000 


P10D-4SNR HNC 


589 


2100-47NB.HNC 


590 


2100-56NB.HNC 


591 


2100-63NB.HNC 


592 


21 10-41 NB. HNC 


593 


2110-53NB.HNC 


594 


2112-12NB.HNC 


595 


> 2112-35NB.HNC 


596 


» 2113-17NB.HNC 


597 


' 2115-16NB.HNC 


59£ 


\ 2115-22NB.HNC 


59S 


) 2115-3NB.HNC 


60C 


) 2116-19NB.HNC 



SEQ ID NO: 




DU 1 








DUO 


91 1fi-41 NR HNC 


0U4 


91 1 R-MMR HNC 


RPi£ 
DUO 


91 1 R-A4MR Hwn 


DUD 


91 17-n^MR HNir. 
C. I I / -UDIND.niNO 


DU/ 


01 17-fiQMR HMH 


bUo 


91 17 1 1MR UMP 


buy 


O1 17 WMR UMP 


ci n 
bl U 


91 1R HQMR UMP 
dJ\ i O'UolMD.niNO 


P1 1 

D I 1 


9199-^QMR HNP 


ft - ! 9 


919^-9^NR HNC 


fi1 Q 
D i O 


919A-A0MR HNfl 


R1A 
D 1 H- 


9194-R9NR HNC 


£1 ^ 
D I O 


91^1 -??NB HNC 


O I O 


91^1-^9NR HNC 


D I / 


91^9-1^NB HNC 


0 I 0 


91^?-?8NB HNC 




2132-63NB HNC 


620 


2132-9NB HNC 


D<£ 1 


2137-19NB HNC 


622 


2137-24NB.HNC 


623 


2138-05NB.HNC 


624 


21 38-51 NB.HNC 


625 


2139-31 NB.HNC 


626 


21 39-41 NB.HNC 


627 


2139-60NB.HNC 


628 


2140-1 3NB.HNC 


62S 


2140-15NB.HNC 


63C 


) 2140-18NB.HNC 


631 


2140-54NB.HNC 


632 


1 2141-16NB.HNC 


63£ 


J 2141-59NB.HNC 


63' 


\ 2142-16NB.HNC 
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Table III (cont'd) 





^iama - %y " - ^> y ~*rj 
value & - s-s /a j 






M^Lft*V%*^ . ■ . . v % . v "1 - <: ... 

N3uie>: - \ S> 


635 


2142-18NB.HNC 




674 


2178-58NB HNC 

9mm 1 1 X^ \J W | 1 ImXb t 111 XX 


636 


2143-06NB.HNC 




675 


2178-67NB HNC 


637 


2143-07NB.HNC 




676 


2178-72NB.HNC 

fcv 1 1 X^ J £a*»l lUil II * XX 


638 


2143-33NB.HNC 




677 


2178-78NB HNC 


639 


2143-54NB HNC 




678 


2178-80NB HNC 

Cm X 1 \J UUM tmj • t 1 1 > \~S 


640 


2168-06NB HNC 




679 


2178-90NB HNC 


641 


2168-09NB.HNC 




680 


2178-91 NB HNC 


642 


2168-42NB HNC 




681 


2178-95NB HNC 


643 


2168-79NB HNC 

4w 1 X*X/ i w J ^1 mm-J il 1(1 X** 




682 


2180-05NB HNC 


644 


2168-82NB HNC 




683 


2180-18NB HNC 


645 


2170-04NB.HNC 

■fa** 1 i W V T 1 « « 1 111 XX 




684 


2180-20NB HNC 


646 


2170-08NB HNC 




685 


2180-32NB HNC 


647 


2170-82NB HNC 




uuu 


P1R0-^QNB HNC 


648 


2172-39NB HNC 




\J\J f 


2180-62NB HNC 


649 


2172-59NB HNC 




688 


2180-74NB HNC 

Cm \ \J\mt I T 1 X \mi m 1 II X V> 


650 


2172-60NB HNC 




689 


2180-78NB HNC 


651 


2172-77NB HNC 




690 


2180-79NB HNC 

C 1 Uw f w J « I—' • 1 1111 vT 


652 


2174-14NB HNC 




691 


2180-88NB HNC 

Cm \ \J\J UU1 1 ImJ ml 1 1 H V-/ 


653 


2174-17NB.HNC 




692 


2180-90NB.HNC 


654 


21 74-41 NB.HNC 




693 


2182-07NB.HNC 


655 


2174-49NB HNC 




694 


2182-12NB HNC 




2174- £ 59NB HNC 






2182-13NB HNC 


657 


2174-68NB HNC 

C 1 / ^ UU1 1 L_J m 1 1 1 » V— ' 




696 


2182-27NB HNC 


658 


2176-21 NB HNC 

tmm 1 1 W ^ 1 1 1 LaTa 1 111 \m+ 




697 


2182-2NB HNC 

Lmm I \mitmm. *— 9 * mmf • 1 II 1 W 


659 


2176-34NB HNC 




698 


2182-46NB HNC 


660 


2176-47NB HNC 




699 


2182-55NB HNC 


661 


2176-56NB HNC 




700 


2182-57NB HNC 


662 


2176-62NB.HNC 




701 


2182-63NB.HNC 


663 


2176-63NB HNC 

tbt 1 / K-** \XX/ 1 1 hmW m I 111 XX 




702 


2182-64NB.HNC 


664 


2176-64NB HNC 




703 


2182-83NB.HNC 


665 


2176-65NB HNC 




704 


2182-86NB.HNC 


666 


2176-75NB.HNC 




705 


2182-88NB.HNC 


667 


2178-05NB.HNC 




706 


2182-90NB.HNC 


668 


2178-13NB.HNC 




707 


2182-92NB.HNC 


669 


2178-23NB.HNC 




708 


2182-94NB.HNC 


670 


2178-25NB.HNC 




709 


2184-15NB.HNC 


671 


2178-41 NB.HNC 




710 


2184-37NB.HNC 


672 


2178-56NB.HNC 




711 


2184-65NB.HNC 


673 


2178-57NB.HNC 




712 


2186-14NB.HNC 
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Table III (cont'd 1 ) 





lame , v - ; ^ ^ 








713 


2186-45NB HNC 




752 


2214-07NB HNC 


714 


2186-50NB.HNC 




753 


2214-15NB.HNC 


715 


2186-52NB HNC 




754 


2214-23NB HNC 


716 


2186-60NB.HNC 




755 


2214-30NB.HNC 


717 


2186-62NB.HNC 




756 


2214-36NB.HNC 


718 


2186-63NB.HNC 




757 


2214-37NB.HNC 


719 


2186-68NB.HNC 




758 


2214-40NB.HNC 


720 


2186-69NB.HNC 




759 


2214-43NB.HNC 


721 


2211-19NB.HNC 




760 


2214-53NB.HNC 


722 


2211-23NB.HNC 




761 


2214-57NB.HNC 


723 


2211-29NB HNC 




762 


2214-60NB.HNC 


724 


2211-30NB HNC 




763 


221 4-61 NB.HNC 


725 


2211-43NB HNC 




764 


2214-73NB HNC 


726 


2211-52NB.HNC 




765 


2214-76NB.HNC 


727 


2211-64NB HNC 




766 


2214-80NB.HNC 


728 


2212-30NB HNC 




767 


2215-07NB.HNC 


729 


221 2-31 NB HNC 




768 


2215-15NB HNC 

gin ■ h 1 W^ 1 W/ 1 V *W * t 1 1 « 


730 


221 2-71 NB HNC 




769 


221 5-31 NB HNC 


731 


2P12-72NB HNC 




770 


221 5-41 NB HNC 


732 


2212-73NB HNC 




771 


221 5-51 NB HNC 


733 


221 2-81 NB HNC 




772 


2215-80NB.HNC 


734 


2212-85NB HNC 




773 


2215-85NB.HNC 


735 


2212-87NB HNC 




774 


221 5-91 NB.HNC 


736 


221 2-91 NB.HNC 




775 


2217-14NB.HNC 


737 


2212-96NB.HNC 




776 


2217-16NB.HNC 


738 


2212-9NB.HNC 




777 


2217-33NB.HNC 


739 


2213-08NB HNC 




778 


2217-39NB.HNC 


740 


2213-09NB.HNC 




779 


2217-78NB.HNC 


741 


2213-11NB HNC 




780 


2217-92NB.HNC 


742 


2213-12NB HNC 




781 


2218-15NB.HNC 


743 


2213-18NB HNC 




782 


2218-19NB.HNC 


744 


2213-34NB.HNC 




783 


2218-26NB.HNC 


745 


2213-53NB.HNC 




784 


2218-36NB.HNC 


746 


2213-58NB.HNC 




785 


221 8-41 NB.HNC 


747 


2213-67NB.HNC 




786 


2218-56NB.HNC 


748 


2213-79NB.HNC 




787 


2218-58NB.HNC 


749 


2214-02NB.HNC 




788 


2218-69NB.HNC 


75C 


2214-03NB.HNC 




789 


221 8-71 NB.HNC 


751 


2214-05NB.HNC 




79C 


2218-76NB.HNC 



54 



Table III (cont'd) 



FC-6-C1 



SEQ ID NO: 




791 


2218-77NB.HNC 


792 


2218-84NB.HNC 


793 


2218-96NB.HNC 


794 


2219-11NB.HNC 


795 


2219-13NB.HNC 


796 


2219-17NB.HNC 


797 


2219-19NB.HNC 


798 


2219-20NB.HNC 


799 


2219-22NB.HNC 


800 


2219-23NB.HNC 


OU 1 






UNIT 


ouo 




en/ 


09-IO c-IMD LIMP 


ouo 




ouo 


001Q BAMU LIMP 


OU/ 






39NB.HNC 




2220-02NB.HNC 


808 


2220-02NB.HNC 


809 


2220-27NB.HNC 


810 


2220-32NB.HNC 


811 


2220-53NB.HNC 


812 


2220-60NB.HNC 


813 


2220-66NB.HNC 


814 


2221-06NB.HNC 


815 


2221-15NB.HNC 


816 


2221-18NB.HNC 


817 


2221-20NB.HNC 


818 


2221-24NB.HNC 


819 


2221-45NB.HNC 


820 


2221-46NB.HNC 


821 


2221-48NB.HNC 


822 


2221-54NB.HNC 


823 


2221-55NB.HNC 


824 


2221-59NB.HNC 


825 


2221-61NB.HNC 


826 


2221-62NB.HNC 


827 


2221-70NB.HNC 


828 


2221-86NB.HNC 



SEQ ID NO: 




829 


2221-87NB.HNC 


830 


2221-95NB.HNC 


831 


2223U-18NB.HNC 


832 


2223U-22NB.HNC 


833 


2223U-23NB.HNC 


834 


2223U-31NB.HNC 


835 


2223U-33NB.HNC 


836 


2223U-36NB.HNC 


837 


2223U-67NB.HNC 


838 


2223U-85NB.HNC 


839 


2224U-05NB.HNC 


840 


2224u-07NB.HNC 


841 


2224U-10NB.HNC 


842 


2224u-11NB.HNC 


843 


2224U-15NB.HNC 


844 


2224U-25NB.HNC 


845 


2224U-27NB.HNC 


846 


2224U-44NB.HNC 


847 


2224U-52NB.HNC 


848 


2224U-62NB.HNC 


849 


2224U-70NB.HNC 


850 


2224U-71NB.HNC 


851 


2224U-79NB.HNC 


852 


2225U-11NB.HNC 


853 


2225U-20NB.HNC 


854 


2225U-23NB.HNC 


ooo 


^^OLi-COIND.nlNO 


ooo 


c/iiiOU-OOlND.ni\Lr 


OO/ 


^^^OU-OyiND.ii]Nw 


OOO 






OOOKx I.77MR UMp 

C.C.C.OU 1 f IND.nlNO 


860 


2225U-95NB HNC 


861 


2226-932122- 
39NB.HNC 


862 


2226U-07NB.HNC 


863 


2226U-19NB.HNC 


864 


2226U-39NB.HNC 


865 


2226U-45NB.HNC 


866 


2226U-49NB.HNC 



Table HI (cont'd) 



FC-6-C1 



OCU ID Vi\J. 




867 


2226u-54NB.HNC 


868 


2226U-71NB HNC 


869 


2226U-77NB HNC 


870 


2226u-83NB HNC 


871 


2226U-91NB HNC 


872 


2227u-12NB HNC 

LLC/ U 1 £.MUil 1 1 X \J 


873 


2227u-13NB HNC 


874 


2227U-23NB HNC 


875 


2227u-26NB HNC 


876 


2227u-30NB HNC 


877 


2227U-31NB HNC 


878 


PPP7n-'V3NR HNC 


879 


2227u-43NB HNC 


880 


???7ti-S1NR HNC 


881 


2227ii-60NB HNC 


88P 




883 


2228U-04NB HNC 


884 


2228u-09NB HNC 

LL.C-.UU UUI X \—> . 1 1 1 <l V_/ 


885 


2228u-12NB HNC 

LLL.UU 1 CMUtt IMW 


888 


PPP8m-P1NR HNC 


887 


PPP8M-P8NB HNC 


888 


2228U-49NB.HNC 


889 


2228U-54NB.HNC 


890 


2228U-55NB.HNC 


891 


2228U-61NB.HNC 


892 


2228U-65NB HNC 


oyo 




894 


2228U-90NB.HNC 


1624 


2222-7 


1625 


2222-16 


1626 


2222-19 


1627 


2222-39 


1628 


2222-56 


1629 


2222-59 


1630 


2222-79 


1631 


2222-89 


1632 


2228-4 


1633 


2228-9 


1634 


2228-12 


1635 


2228-21 


163G 


2228-26 


1637 


2228-49 



SEQ SD NO: 


Name V ;./;/ : v-\:s : ,' 


1638 


2228-54 


1639 


2228-61 


1640 


2228-65 


1641 


2228-79 


1642 


2228-90 


1643 


2245-5 


1644 


2245-7 


1645 


2245-15 


1646 


2245-1 6 


1647 


2245-17 


1648 


2245-20 


1649 


2245-35 


1650 


2245-38 


1651 


2245-39 


1652 


2245-51 


1653 


2245-52 


1654 


2245-57 


1655 


2246-13 


1656 


2246-19 


1657 


2246-25 


1658 


2246-27 


1659 


2246-29 


1660 


2246-40 


1661 


2246-45 


1662 


2246-52 


1663 


2246-64 


1664 


2246-66 


1665 


2246-74 


1666 


2246-82 


1667 


2247-6 


1668 


2247-17 


1669 


2247-29 


1670 


2247-31 


1671 


2247-36 


1672 


2247-40 


1673 


2247-46 


1674 


2247-50 


lb/fa 




1676 


2247-63 


1677 


2247-66 


1678 


2247-68 


1679 


2247-69 


1680 


2247-81 


1681 


2247-82 


1682 


2247-95 


1683 


I 2248-7 
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Table in (cont'd) 



oEQ ID NQ: 




1684 


2248-1 8 


1685 


2248-32 


1686 


2248-41 


1687 


2248-50 


1688 


2248-54 


1689 


2248-60 


1690 


2248-62 


1691 


2248-65 


1692 


2248-86 


1693 


2248-94 


1694 


2249-6 


1695 


2249-30 


1696 


2249-35 


1697 


2249-36 


1698 


2249-68 


1699 


2249-74 


1700 


2249-79 


1701 


2250-20 


1702 


2250-24 


1703 


2251-7 


1704 


2251-21 


1705 


2251-25 


1706 


2251 -38 


1707 


2251-58 


1708 


2252-7 


1709 


2252-15 


1710 


2252-19 


1711 


2252-24 


1712 


2252-26 


1713 


2252-27 


1714 


2252-32 


1715 


2252-36 


1716 


2252-37 


1717 


2252-69 


1718 


2252-78 



FC-6-C1 



Table IV represents a variety of flea HMT nucleic acid molecules of the present 
invention. 



Table IV 



SEQIDNO: 


Name ~ ^k>?M£ 


895 


2084-02.HMTNB 


896 


2084-05.HMTNB 


897 


2084-07.HMTNB 


898 


2084-09.HMTNB 


899 


2084-1 5.HMTNB 


900 


2084-1 7.HMTNB 


901 


2084-1 8.HMTNB 


902 


2084-21. HMTNB 


903 


2084-22.HMTNB 


904 


2084-30.HMTNB 


905 


2084-33.HMTNB 


906 


2084-36.HMTNB 


907 


2084-37.HMTNB 


908 


2084-38.HMTNB 


909 


2084-39.HMTNB 


910 


2084-43.HMTNB 


911 


2084-50.HMTNB 


912 


2084-54.HMTNB 


913 


2084-56.HMTNB 


914 


2084-59.HMTNB 


915 


2085-03.HMTNB 


916 


2085-1 3.HMTNB 


917 


2085-35.HMTNB 


918 


2085-38.HMTNB 


919 


2085-39.HMTNB 


920 


2085-49.HMTNB 


921 


2085-53.HMTNB 


922 


2085-58.HMTNB 


923 


2085-61 .HMTNB 


924 


2086-05.HMTNB 


925 


2086-10.HMTNB 


926 


2086-1 3.HMTNB 


927 


2086-1 5.HMTNB 


928 


2086-20.HMTNB 


929 


2086-25.HMTNB 


930 


2086-32.HMTNB 


931 


2086-33.HMTNB 


932 


2086-34.HMTNB 


933 


2086-37.HMTNB 


934 


2086-41 .HMTNB 


935 


2086-43.HMTNB 



SEQ ID NO: 


Narrifef'-'s, ";* : : " :>,"*• 


936 


2086-44 HMTNB 


937 


2086-54 HMTNB 

fc»wWW w I « t 1 1 V J 1 


938 


2086-55 HMTNB 


939 


2086-58 HMTNB 


940 


2087-09 HMTNB 


941 


2087-17 HMTNIR 


942 


2087-28 HMTNB 

C\J\J f . 1 IIVI 1 1 V l_J 


943 


2087-33 HMTNB 

fc»V/w 1 WW » 1 IIVI [ j >l L— ' 


944 


2087-35.HMTNB 


945 


2087-51. HMTNB 


946 


2087-54 HMTNB 


947 


2088-07.HMTNB 


948 


2088-17 HMTNB 

£— WWW | 1 ml IIVI 1 1 IfLaS 


949 


2088-35 HMTNB 

•—WWW WWil tlTt t 1 Xluf 


950 


2088-52 HMTNB 

£— w W W Wtail IIVI 1 1 X 


951 


2088-59 HMTNB 

W WW WW<1 IIVI 1 1 X i^J 


952 


2089-1 2.HMTNB 


953 


2089-1 4.HMTNB 


954 


2089-33.HMTNB 


955 


2089-36.HMTNB 


956 


2089-51 .HMTNB 


957 


2089-60.HMTNB 


958 


2090-11. HMTNB 


959 


2090-27.HMTNB 


960 


2090-33.HMTNB 


961 


2090-44.HMTNB 


962 


2090-57.HMTNB 


963 


2091-11. HMTNB 


964 


2091-22.HMTNB 


965 


2091-23.HMTNB 


966 


2091-35.HMTNB 


967 


2091-63.HMTNB 


968 


2092-11. HMTNB 


969 


2092-1 6.HMTNB 


970 


2092-40.HMTNB 


971 


2092-42.HMTNB 


972 


2092-46.HMTNB 


973 


2092-60.HMTNB 


974 


2093-20.HMTNB 


975 


2093-23.HMTNB 


976 


2093-43.HMTNB 
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Table IV (cont'd) 



SEQ ID NO: 1 


Name •.. -":^"i}^M^ 


977 


2093-48. HMTNB 


978 


2093-50.HMTNB 


979 


2093-62.HMTNB 


980 


2093-63.HMTNB 


981 


2094-08.HMTNB 


982 


2094-26.HMTNB 


983 


2094-33.HMTNB 


984 


2094-47.HMTNB 


985 


2094-50.HMTNB 


986 


2094-62.HMTNB 


987 


2095-04.HMTNB 


988 


2095-1 0.HMTNB 


989 


2095-12.HMTNB 


990 


2095-1 3. HMTNB 


991 


2095-1 5.HMTNB 


992 


2095-20.HMTNB 


993 


2095-22.HMTNB 


994 


2095-31 .HMTNB 


995 


2095-33.HMTNB 


996 


2095-34.HMTNB 


997 


2095-36.HMTNB 


998 


2095-40.HMTNB 


999 


2095-48.HMTNB 


1000 


2102-12.HMTNB 


1001 


2102-16.HMTNB 


1002 


2102-18.HMTNB 


1003 


2102-19.HMTNB 


1004 


2102-20.HMTNB 


1005 


2102-29.HMTNB 


1006 


2102-35.HMTNB 


1007 


2102-37.HMTNB 


1008 


2102-38.HMTNB 


1009 


21 02-41 .HMTNB 


1010 


2102-47.HMTNB 


1011 


2103-02.HMTNB 


1012 


2103-09.HMTNB 


1013 


2103-45.HMTNB 


1014 


2103-56.HMTNB 


1015 


2103-58.HMTNB 


■tote 


. 2104-58.HMTNB 


1017 


' 2104-60.HMTNB 


1016 


I 21 04-61 .HMTNB 


101S 


) 2105-02.HMTNB 


102C 


) 2105-20.HMTNB 


1021 


2105-35.HMTNB 


1025 


> 2105-42.HMTNB 


1025 


J 2105-44.HMTNB 


102^ 


2106-05.HMTNB 



SEQ ID NO: 


Carrie ^^'^^yj:.-^ 


1025 


2106-27.HMTNB 


1026 


21 06-29. HMTNB 


1027 


2106-34.HMTNB 


1028 


2106-48.HMTNB 


1029 


2106-50.HMTNB 


1030 


2106-64.HMTNB 


1031 


2107-02.HMTNB 


1032 


2107-10.HMTNB 


1033 


2107-37.HMTNB 


1034 


2108-03.HMTNB 


1035 


2108-23.HMTNB 


1036 


21 08-46. HMTNB 


1037 


2108-47.HMTNB 


1038 


2108-48.HMTNB 


1039 


2108-49.HMTNB 


1040 


2108-63.HMTNB 


1041 


2109-04.HMTNB 


1042 


2109-06.HMTNB 


1043 


2109-37.HMTNB 


1044 


2109-38.HMTNB 


1045 


2109-44.HMTNB 


1046 


2154-08.HMTNB 


1047 


2154-09.HMTNB 


1048 


2154-10.HMTNB 


1049 


21 54-28. HMTNB 


1050 


2154-30.HMTNB 


1051 


2154-45.HMTNB 


1052 


2154-46.HMTNB 


1053 


21 54-61. HMTNB 


1054 


2154-71. HMTNB 


1055 


21 54-81 .HMTNB 


1056 


2154-83.HMTNB 


1057 


2156-02.HMTNB 


1058 


2156-06.HMTNB 


1059 


2156-18.HMTNB 


1060 


21 56-27. HMTNB 


1061 


2156-43.HMTNB 


1062 


2156-48.HMTNB 


1063 


2156-50.HMTNB 


1064 


2157-16.HMTNB 


1065 


2157-34.HMTNB 


1066 


2157-45.HMTNB 


1067 


2157-70.HMTNB 


106E 


! 2157-75.HMTNB 


106S 


) 2157-79.HMTNB 


107C 


) 2157-86.HMTNB 


1071 


2158-02.HMTNB 


1072 


» 2158-14.HMTNB 
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SEQ ID NO: I 


Jarrie.' •-. '.A'V- 


1073 


2158-19.HMTNB 


1074 


2158-22.HMTNB 


1075 


2158-27.HMTNB 


1076 


2158-34.HMTNB 


1077 


2158-37.HMTNB 


1078 


2158-39.HMTNB 


1079 


2159-07.HMTNB 


1080 


2159-09.HMTNB 


1081 


2159-17.HMTNB 


1082 


2159-34.HMTNB 


1083 


2159-35.HMTNB 


1084 


2159-60.HMTNB 


1085 


2160-16.HMTNB 


1086 


2160-17.HMTNB 


1087 


2160-29.HMTNB 


1088 


2160-30.HMTNB 


1089 


2160-32.HMTNB 


1090 


2160-39.HMTNB 


1091 


2160-49.HMTNB 


1092 


2160-53.HMTNB 


1093 


2160-54.HMTNB 


1094 


2160-55.HMTNB 


1095 


2160-77.HMTNB 


1096 


2160-82.HMTNB 


1097 


2160-89.HMTNB 


1098 


21 60-91 .HMTNB 


1099 


2161-13.HMTNB 


1100 


2161-19.HMTNB 


1101 


2161-45.HMTNB 


1102 


2161-57.HMTNB 


1103 


2161-60.HMTNB 


1104 


2161-79.HMTNB 


1105 


2161-83.HMTNB 


1106 


. 2161-90.HMTNB 


1107 


' 2161-94.HMTNB 


1106 


S 2162-05.HMTNB 


11 OE 


) 2162-12.HMTNB 


111C 


) 2162-13.HMTNB 


1111 


2162-1 8.HMTNB 


1112 


> 2162-35.HMTNB 


111C 


3 2162-41 .HMTNB 


111' 


\ 2162-50.HMTNB 


111! 


5 2162-59.HMTNB 


11K 


3 2162-63.HMTNB 


111" 


7 21 62-71 .HMTNB 


1111 


3 2162-75.HMTNB 


111 


9 2162-78.HMTNB 


1121 


3 2163-07.HMTNB 



FC-6 



SEQ ID NO: ^ 


lame ■ 


1121 


2163-11. HMTNB 


1122 


2163-18.HMTNB 


1123 


2163-23.HMTNB 


1124 


2163-25.HMTNB 


1125 


2163-43.HMTNB 


1126 


2163-50.HMTNB 


1127 


21 63-61 .HMTNB 


1128 


21 63-65. HMTNB 


1129 


2163-73.HMTNB 


1130 


2163-77.HMTNB 


1131 


2163-87.HMTNB 


1132 


2163-93.HMTNB 


1133 


2163-95.HMTNB 


1134 


2165-04.HMTNB 


1135 


2165-06.HMTNB 


1136 


21 65-24. HMTNB 


1137 


2165-45.HMTNB 


1138 


2165-59.HMTNB 


1139 


2165-65.HMTNB 


1140 


21 66-02. HMTNB 


1141 


2166-12.HMTNB 


1142 


2166-42.HMTNB 


1143 


2166-46.HMTNB 


1144 


2166-47.HMTNB 


1145 


2167-07.HMTNB 


1146 


2167-16.HMTNB 


1147 


2167-42.HMTNB 


1148 


2167-65.HMTNB 


1149 


2167-66.HMTNB 


1150 


2167-79.HMTNB 


1151 


2167-90.HMTNB 


1152 


2167-94.HMTNB 


1153 


2169-05.HMTNB 


1154 


2169-12.HMTNB 


115E 


, 2169-16.HMTNB 


1156 


5 2169-17.HMTNB 


1157 


2169-19.HMTNB 


115£ 


} 2169-22.HMTNB 


115? 


) 2169-26.HMTNB 


116( 


) 2169-33.HMTNB 


116" 


2169-42.HMTNB 


1162 


2169-46.HMTNB 


116: 


3 2169-47.HMTNB 


116' 


\ 2169-57.HMTNB 


116! 


5 2169-69.HMTNB 


1161 


3 2171-06.HMTNB 


116" 


7 2171-09.HMTNB 


116 


B 2171-11. HMTNB 
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Table IV (cont'd 1 ) 



SEQ ID NO::l 




< 


5EQ ID NO: r 


<larrio-"r-. '-• vi : ^v.i:;>.'.' 


1169 


2171-29.HMTNB 




1217 


2183-70.HMTNB 


1170 


2171-33.HMTNB 




1218 


21 85-05. HMTNB 


1171 


2171-35.HMTNB 




1219 


2185-10.HMTNB 


1172 


2171-41.HMTNB 




1220 


2185-12.HMTNB 


1173 


2171-54.HMTNB 




1221 


2185-18.HMTNB 


1174 


2171-57.HMTNB 




1222 


2185-43.HMTNB 


1175 


2171-69.HMTNB 




1223 


2185-49.HMTNB 


1176 


2171-82.HMTNB 




1224 


2185-54.HMTNB 


1177 


2171-84.HMTNB 




1225 


2185-82.HMTNB 


1178 


2171-85.HMTNB 




1226 


21 87-21 .HMTNB 


1179 


2173-1 2.HMTNB 




1227 


2187-37.HMTNB 


1180 


2173-34.HMTNB 




1228 


2187-47.HMTNB 


1181 


2173-42.HMTNB 




1229 


2187-93.HMTNB 


1182 


2173-48.HMTNB 




1230 


2188-22.HMTNB 


1183 


2173-54.HMTNB 




1231 


2188-29.HMTNB 


1184 


2173-57.HMTNB 




1232 


2188-32.HMTNB 


1185 


2173-75.HMTNB 




1233 


2188-52.HMTNB 


1186 


2173-86.HMTNB 




1234 


21 88-54. HMTNB 


1187 


2173-91 .HMTNB 




1235 


2188-72.HMTNB 


1188 


2175-06.HMTNB 




1236 


2188-92.HMTNB 


1189 


2175-15.HMTNB 




1237 


21 89-31 .HMTNB 


1190 


2175-20.HMTNB 




1238 


2189-56.HMTNB 


1191 


2175-58.HMTNB 




1239 


2189-75.HMTNB 


1192 


2175-96.HMTNB 




1240 


2189-84.HMTNB 


1193 


2177-1 6.HMTNB 




1241 


2191-23.HMTNB 


1194 


2177-70.HMTNB 




1242 


2191-38.HMTNB 


1195 


2177-86.HMTNB 




1243 


2191-58.HMTNB 


1196 


2179-02.HMTNB 




1244 


2191-73.HMTNB 


1197 


2179-03.HMTNB 




1245 


2191-77.HMTNB 


1198 


2179-19.HMTNB 




1246 


2191-90.HMTNB 


1199 


2179-22.HMTNB 




1247 


2191-94.HMTNB 


1200 


2179-29.HMTNB 




1248 


2191-96.HMTNB 


1201 


2179-39.HMTNB 




1249 


2192-03.HMTNB 


1202 


2179-63.HMTNB 




1250 


2192-14.HMTNB 


1203 


2181-04.HMTNB 




1251 


2192-36.HMTNB 


1204 


[ 2181-24.HMTNB 




1252 


2192-46.HMTNB 


120E 


. 2181-35.HMTNB 




1253 


2192-88.HMTNB 


1206 


» 2181-66.HMTNB 




1254 


2194-07.HMTNB 


1207 


' 2181-75.HMTNB 




1255 


2194-13.HMTNB 


120£ 


i 2181-76.HMTNB 




1256 


! 2194-16.HMTNB 


120S 


) 2181-84.HMTNB 




1257 


' 2194-18.HMTNB 


121C 


) 2183-05.HMTNB 




125£ 


! 2194-28.HMTNB 


1211 


2183-13.HMTNB 




125E 


) 2195-06.HMTNB 


1212 


> 2183-17.HMTNB 




126C 


) 2195-47.HMTNB 


121C 


3 2183-28.HMTNB 




1261 


2195-60.HMTNB 


121< 


2183-45.HMTNB 




126J 


2196-18.HMTNB 


1215 


5 2183-50.HMTNB 




1261 


3 2196-30.HMTNB 


] 1211 


3 21 83-51 .HMTNB 




126' 


2196-53.HMTNB 
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Table IV (cont'd) 



SEQ ID NO: 


Carrie V 1 ^H-^iWsi 


1265 


2196-65.HMTNB 


1266 


2196-76.HMTNB 


1267 


21 97-28 JHMTNB 


1268 


2197-46.HMTNB 


1269 


21 97-51 .HMTNB 


1270 


2197-59.HMTNB 


1271 


2202-96.HMTNB 


1272 


2203-36.HMTNB 


1273 


2204-09.HMTNB 


1274 


2205-11. HMTNB 


1275 


2205-33.HMTNB 


1276 


2205-43.HMTNB 


1277 


2205-85.HMTNB 


1278 


2229-08U.HMTNB 


1279 


2229-1 Ou. HMTNB 


1280 


2229-1 2u. HMTNB 


1281 


2229-1 4u, HMTNB 


1282 


2229-27U.HMTNB 


1283 


2229-40U. HMTNB 


1284 


2229-45U. HMTNB 


1285 


2229-48U.HMTNB 


1286 


2229-50U. HMTNB 


1287 


2229-54U.HMTNB 


1288 


2229-56U. HMTNB 


1289 


2229-57U. HMTNB 




2229-59U HMTNB 


1291 


2229-70U. HMTNB 


1292 


2229-87U. HMTNB 


1293 


2229-91 u. HMTNB 


1294 


2229-95u.HMTNB 


1295 


2230-07U.HMTNB 


1296 


2230-1 lu.HMTNB 


1297 


2230-1 9U.HMTNB 


1298 


2230-27U. HMTNB 


129S 


2230-33u.HMTNB 


130C 


) 2230-41 u. HMTNB 


1301 


2230-51 u HMTNB 


1302 


! 2230-56U. HMTNB 


130G 


i 2230-66u.HMTNB 


130^ 


2230-71 u. HMTNB 


130£ 


5 2230-75.HMTNB 


1306 


5 2230-81 u.HMTNB 


I OU I 


7 ??30-84u HMTNB 


130* 


3 2230-93U.HMTNB 


130< 


} 2231-23U.HMTNB 


13K 


} 2231-26U.HMTNB 


131' 


2231-32U.HMTNB 


131J 


2231-37U.HMTNB 



SEQ ID NO: 


slame ■ v : <: • / v ' : 


1313 


2231-44U.HMTNB 


1314 


2231-50U.HMTNB 


1315 


2231-51U.HMTNB 


1316 


2231-63u.HMTNB 


1317 


2231 -68u. HMTNB 


1318 


2231-74U.HMTNB 


1319 


2231-82u,HMTNB 


1320 


2231-85U.HMTNB 


1321 


2231-88U.HMTNB 


1322 


2231-94U.HMTNB 


1323 


2231 -95u. HMTNB 


1324 


2232-03U.HMTNB 


1325 


2232-1 lu.HMTNB 


1326 


2232-1 9u. HMTNB 


1327 


2232-25U. HMTNB 


1328 


2232-30U.HMTNB 


1329 


2232-44U.HMTNB 


1330 


2232-50U.HMTNB 


1331 


2232-56U.HMTNB 


1332 


2232-60U. HMTNB 


1333 


2232-64U.HMTNB 


1334 


2232-71 u.HMTNB 


1335 


2232-73U. HMTNB 


1336 


2232-80U. HMTNB 


1337 


2232-83U.HMTNB 


1338 


2233-02U. HMTNB 


1339 


2233-53U. HMTNB 


1340 


2233-57U.HMTNB 


1341 


2233-58U. HMTNB 


1342 


2233-80U. HMTNB 


1343 


2233-81 u.HMTNB 


1344 


2233-83U.HMTNB 


1345 


2234-02U.HMTNB 


1346 


2234-03U.HMTNB 


1347 


2234-OSu.HMTNB 


1348 


2234-06u,HMTNB 


134S 


2234-09U. HMTNB 


135C 


2234-1 2u. HMTNB 


1351 


2234-23U.HMTNB 


1355 


> 2234-26U.HMTNB 


1353 


\ 2234-46U.HMTNB 


135^ 


I 2234-66U.HMTNB 


135E 


> 2234-67U.HMTNB 


135£ 


5 2234-70U.HMTNB 


135/ 


' 2234-74U.HMTNB 


1352 


3 2234-77U.HMTNB 


135< 


3 2234-82U. HMTNB 


136( 


} 2234-88U.HMTNB 
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Table IV (cont'd) 



^FO ID NO- 




1361 


2234-89U.HMTNB 


1362 


2234-90U HMTNB 


1363 


2234-93U. HMTNB 


1364 


2240-39 


1365 


2240-40 


1366 


2240-49 


1367 


2240-51 


1368 


2240-57 


1369 


2240-61 


1370 


2240-62 


1371 


2241 -2 


1372 


2241-3 


1373 


2241-8 


1374 


2241-9 


1375 


2241-13 


1376 


2241-21 


1377 


2241-29 




2241-38 


1379 


2241 -45 


13ft0 


2241 -4Q 


1381 


2241-51 


13ft? 


2241 -H7 


1383 


2241-63 


1384 


2241-68 


1385 


2241-89 


13ftfi 


2241 -91 


1387 


2243-2 


13RR 


2243-3 


1 3RQ 


2243-12 


1390 


2243-14 


1391 


2243-19 


1392 


2243-24 


1393 


2243-25 


1394 


2243-33 


1395 


2243-49 


1396 


2243-50 


1397 


2243-51 


13Q£ 


i 2243-59 


139S 


) 2243-63 


HOC 


} 2243-69 

f tin f ■! T w W 


1401 


2243-74 


1402 


> 2243-75 


I H-Uv, 


7 C-CJ+O* I f 


140' 


\ 2244-19 


140£ 


5 2244-26 


140£ 


3 2244-35 


140i 


f 2244-38 


140* 


} 2244-40 



«5EO ID NO' 




1409 


2244-47 


1410 


2244-52 


1411 


2244-57 


1412 


2244-63 


1413 


2244-68 


1414 


2244-77 


1415 


2244-80 
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